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Summer-growing perennial grasses such as Panicum coloratum L. cv. Bambatsi
(Bambatsi panic), Chloris gayana Kunth cv. Katambora (Rhodes grass) and Digitaria
eriantha Steud. cv. Premier (Premier digit grass) growing in the poor fertility sandy soils in
the Mediterranean regions of southern Australia and western Australia mainly depend
upon soil N and biological N inputs through diazotrophic (free living or associative)
N fixation. We investigated the community composition and diversity (nifH-amplicon
sequencing), abundance (qPCR) and functional capacity (15N incubation assay) of
the endophytic diazotrophic community in the below and above ground plant parts
of field grown and unfertilized grasses. Results showed a diverse and abundant
diazotrophic community inside plant both above and below-ground and there was a
distinct diazotrophic assemblage in the different plant parts in all the three grasses.
There was a limited difference in the diversity between leaves, stems and roots except
that Panicum grass roots harbored greater species richness. Nitrogen fixation potentials
ranged between 0.24 and 5.9mg N kg−1 day−1 and N fixation capacity was found in
both the above and below ground plant parts. Results confirmed previous reports of
plant species-based variation and that Alpha-Proteobacteria were the dominant group of
nifH-harboring taxa both in the belowground and aboveground parts of the three grass
species. Results also showed a well-structured nifH-harboring community in all plant
parts, an example for a functional endophytic community. Overall, the variation in the
number and identity of module hubs and connectors among the different plant parts
suggests that co-occurrence patterns within the nifH-harboring community specific to
individual compartments and local environments of the niches within each plant part
may dictate the overall composition of diazotrophs within a plant.
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INTRODUCTION
In both agricultural and natural ecosystems, nitrogen (N) is one
of the major nutrientss essential for plant growth. While fertilizer
addition is an important source of N to agricultural crops,
biological processes that supply N, such as biological N fixation,
can contribute to more than half of total crop N demand (Angus
and Grace, 2017).Within un-disturbed terrestrial ecosystems and
perennial grasslands, biological N fixation (BNF) is typically the
primary source of N to plants. Global estimates for total terrestrial
BNF of 128 Tg N y−1 (Vitousek et al., 2013) and 4–55 Tg N yr−1
for cropping systems have been reported previously (Herridge
et al., 2008). Biological N fixation refers to the metabolically
intensive microbial conversion of atmospheric N2 to ammonia
(NH3). This process is mediated by both symbiotic and non-
symbiotic microbes including both bacterial (autotrophic and
heterotrophic) and archaeal taxa (Gaby and Buckley, 2011).
Unlike symbiotic bacteria (e.g., Rhizobia) which fix N2 inside
nodules, non-symbiotic (NS) N2 fixing microbes, which are
generally referred as diazotrophs, are identified as free-living
within soil or associated with plant roots.
Both free-living and associative N2 fixation occurs in
association with cereal crops, grasses (including winter and
summer active perennial species), sugarcane and other non-
leguminous plants (Kirchhof et al., 1997; Roper and Gupta,
2016; Liang et al., 2019). It has also been shown to occur
in microsites associated with decomposing plant residues, in
aggregates containing decomposable particulate organic matter
and in termite habitats (Okuma, 2007; Roper and Gupta, 2016).
Perennial grasses generally depend on N mineralized from soil
organic matter, atmospheric deposition and biological inputs
to meet their N requirements, especially in systems that do
not receive anthropogenic (fertilizer) N inputs. While perennial
grasses can respond well to the addition of fertilizer N, economic
and environmental considerations may preclude fertilizer
application for growth in low productivity areas. Therefore,
diazotrophic N2 fixation can be an important source of N to meet
the annual N demand of 20–80 kg N/ha/year by these perennial
grasses grown in the Mediterranean regions of southern and
Western Australia. Nitrogen fixation by rhizosphere free-living
and associative diazotrophs as well as by endophytes in perennial
grasses has been well-documented, although the contribution
of fixed N to the total grass N requirement and the range of
diazotoph diversity and composition remain poorly understood
(Zehr et al., 2003; Bahulikar et al., 2014; Roper and Gupta, 2016;
Roley et al., 2018).
The warm season perennial grass, switch grass (Panicum
virgatum L.), a C4 grass in tallgrass prairies of North America,
that received recent attention for its biofuel production potential.
It has been shown to host diverse diazotrophic communities
(Bahulikar et al., 2014; Roley et al., 2019). Within the drier,
mixed farming regions of southern Australia, perennial pasture
grasses such as Panicum spp., Rhodes grass and Digitaria
species are recommended for both economic and environmental
sustainability as they provide stable production throughout
the year compared to annual species (Descheemaeker et al.,
2014). Due to their extensive root systems (Sanderman et al.,
2013), perennial grasses grown during the summer in southern
and western Australia contain dense, N-limited rhizospheres
that supply significant inputs of C through rhizodeposition
contributing to deep soil C inputs and providing a C-rich
environment for the maintenance of diazotrophic metabolism.
For example, Panicum species has been shown to allocate a large
portion of photosynthetically fixed C belowground that may be
assimilated into the microbial component within a short-period
of time (Roper et al., 2013). Compared to cropped soils, it has
been suggested that the combination of higher total rhizosphere
volume, increased C input, and a greater diversity of rhizosphere
bacteria results in significant impacts to N-cycling processes such
as N mineralization, with a further impact on soil C turnover
(Roper et al., 2013; Sanderman et al., 2013; Gupta et al., 2014).
Diazotrophic N2 fixation by roots of Panicum spp., Rhodes grass
and Digitaria was reported to range between 0.92 and 2.35mg
15N/kg root/day (Gupta et al., 2014). Reis et al. (2001) reported
that grass species Urochloa brizantha and Panicum maximum
obtain up to 41% of their N through biological N2 fixation and
suggested that this is achieved by allocating large quantities of C
through root exudates.
Until recently, the diversity of diazotrophic communities
was mostly based on cultivated members of the Proteobacteria,
green sulfur Bacteria, Cyanobacteria, and Firmicutes (Roper
and Gupta, 2016). Conversely, molecular approaches for
characterizing the N-fixing microbial community target the
catalyst for this process, the nitrogenase enzyme, which is widely
distributed among prokaryotic phyla (Gaby and Buckley, 2011).
The nitrogenase enzyme complex consists of two multi-subunit
metallo-proteins encoded by the nifH, nifD and nifK genes, with
nifH gene generally used as the marker gene (Zehr et al., 2003;
Gaby and Buckley, 2011). The nifH gene, which encodes the
iron nitrogenase unit of the nitrogenase complex, is considered
advantageous over others due to a well-conserved amino acid
sequence and the presence of extensive reference sequence
databases (Zehr et al., 2003; Izquierdo andNusslein, 2006; Penton
et al., 2016). Cultivation independent approaches utilizing this
target gene have indicated a high level of diversity in agricultural,
forest, rhizosphere and other soil environments (Zehr et al., 2003;
Buckley et al., 2007; Kumar et al., 2017) as well as in plants (Hsu
and Buckley, 2009). It has been suggested that the varying growth
requirements of the phylogenetically heterogeneous diazotrophs
may have precluded the cultivation of a substantial proportion
of these bacteria. Therefore, it is not surprising that molecular
approaches have revealed the presence of a wide diversity of
uncultured diazotrophs (Lovell et al., 2000; Buckley et al., 2007).
Research on diazotrophic N fixation has been principally
concentrated on bulk and rhizosphere soils, plant residues
and roots. Since plant roots are colonized by a subset of
microorganisms recruited from the bulk soil, soil characteristics
influence the composition of the rhizosphere microbial
community (Regan et al., 2014; Bulgarelli et al., 2015), as does
plant type (Bulgarelli et al., 2013). For example, a significant
effect of plant species and varieties on diazotroph abundance and
the number of nifH transcripts per root system has been reported
(Gupta and Hicks, 2011; Bouffaud et al., 2016). Diazotrophic
bacteria have also been found in the above-ground biomass
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of many plants (Kirchhof et al., 1997; Burbano et al., 2011;
Davis et al., 2011; Sessitsch et al., 2012; Moyes et al., 2016)
and are thought to live in intercellular spaces in the roots and
above-ground biomass without eliciting plant defense responses
(Hurek et al., 2002). As these endophytic taxa are uncoupled
from the properties of their original inoculation source, the bulk
or rhizosphere soil, it is expected that plant properties would
exhibit a stronger influence on their composition, abundance,
and activities. Indeed, plant host genetic variation has been
found to impact the composition of endophytic bacterial and
fungal microbiomes (Lundberg et al., 2012; Horton et al., 2014;
Bulgarelli et al., 2015; Rodriguez et al., 2019).
Despite there being strong evidence for rhizosphere associated
N2 fixation with perennial grasses, evidence for the diazotrophic
community composition and N2 fixation associated with above-
ground plant parts in perennial grasses is limited (Chowdhury
et al., 2009). For switchgrass (Panicum virgatum L.), a warm-
season C4 grass grown in Oklahoma and Michigan (U.S.A.),
a distinct diazotrophic community associated with the roots
and shoots has been identified consisting of members of the
Alpha, Beta-, Delta and Gamma Proteobacteria, as well as
Firmicutes (Bahulikar et al., 2014; Roley et al., 2019). The
most abundant diazotrophic genera identified in switchgrass
from Michigan included Bradyrhizobium, Hyphomicrobium,
Geobacter, Polaromonas, and Methylocella (Roley et al., 2019).
In contrast, the prominent genera recovered from native
grass in the warmer and drier Oklahoma prairie were
Rhizobium, Methylobacterium, Burkholderia, Azoarcus, and
Geobacter (Bahulikar et al., 2014). Gupta et al. (2014)
reported that different summer active C4-perennial grass species
promoted the abundance of specific members of the soil nifH
community in the roots, suggesting plant-based selection from
the soil diazotrophic community. This selection process is
supported by the finding that abundance of diazotrophs in the
grass rhizosphere soils were similar to populations in the roots
but the diversity of diazotrophic bacteria was significantly higher
in the rhizosphere than in the roots (Gupta et al., 2014).
Summer active perennial grasses in theMediterranean regions
of southern and western Australia are generally grown in lower
fertility soils without significant fertilizer addition. This study
investigated the abundance, diversity and functional capability of
the diazotrophic microbial community in the below-ground and
above-ground biomass of C4-grasses e.g., Panicum coloratum L.
cv. Bambatsi (Panicum), Chloris gayana Kunth cv. Katambora
(Rhodes grass), and Digitaria eriantha Steud. cv. Premier
(Digitaria) grasses grown on a sandy loam soil in South Australia.
To accomplish this, functional gene (nifH) amplicon sequencing
and quantitative PCR were used to determine the diversity and
abundance of the diazotroph (nifH gene harboring) community
coupled with the determination of N2-fixation potential by 15N-
enriched in-vitro assays.
MATERIALS AND METHODS
Field Site and Sampling
The field experimental site is located at Karoonda, South
Australia (35◦05′S, 140◦06′E) in aMediterranean climate. Details
of soil properties and climate are provided in Table S1. Briefly,
the climate at the site is characterized by a winter dominant
rainfall with an averagemonthly rainfall of 28.4± 5.3mm, annual
maximum temperature (MAT) 30.2 ± 4.1◦C and minimum
temperature (MIT) of 12.5± 2.1◦C. The summer active perennial
grasses investigated in this study were established in 2010 and
generally grow between December and April. The perennial
grasses did not receive any chemical fertilizers during the
experiment. Soil type is a Calcarosol (Gupta et al., 2014) and
sandy loam in texture (6% clay and 75% sand) with pH (water)
6.35, organic C 1.04%, and total N of 0.08%. Mineral N levels in
the surface soil at the time of sampling were <5 ppm.
We investigated diazotrophic (nifH gene harboring) microbial
communities associated with above- and below-ground plant
parts of three different summer active perennial grasses. Plant
samples for microbial and N2 fixation measurements were
collected from the field experiment when grasses were actively
growing during the summer (March) of 2014. Roots and above-
ground plant material collected from five plants in three replicate
field plots were brought to the lab where the leaf and stem parts
were separated. Roots were initially washed with distilled water
to remove adhered soil. All plant parts were surface sterilized
following the procedure of 1min 80% ethanol followed by 1min
4% NaOCl and 1min 80% ethanol and finally 3 rinses in sterile
DW. Subsamples of the surface sterilized samples were freeze-
dried prior to DNA extraction or directly used in the 15N2
fixation measurement using a 5 day laboratory incubation assay
with 15N enriched (98% atom) headspace at 25◦C (Gupta et al.,
2014). Plant samples were also collected during the summer
(March) in 2015 for additional 15N2 fixation laboratory assays.
DNA Extraction Procedure
DNA was extracted from 0.5 to 1.5 g of freeze-dried root, stem or
leaf samples using the DNeasy PowerMax soil kit (www.qiagen.
com) following the manufacturer’s protocol with modifications
including an initial liquid nitrogen homogenization of the plant
material using the red rock sand from the PowerMax Power-
bead Falcon Tube. Further mechanical disruption of the plant
material was achieved by placing homogenized material into a
shaking water bath at 65◦C for 45min onmaximum speed (as per
the DNeasy PowerMax method). Final DNA extracts were eluted
using 1ml of warmed (60◦C) C6 solution two times (5min each)
to maximize DNA yield (a final volume of 2ml) and the extracts
stored at −80◦C. DNA extracts were also further cleaned using
MinElute 96 UF PCR Purification Kit (www.qiagen.com.au) and
DNA eluted into nuclease free water.
Enumeration of Total Bacteria and
N2-Fixing (Diazotrophic) Bacteria
DNA in each sample was quantified against a DNA standard (λ-
phage DNA; R2 = 0.98) using the QuantiT PicoGreen dsDNA
assay (Invitrogen, MA, USA). The final extracted DNA was
diluted 1:10 to a final volume of 50 µL in molecular grade
H2O and 3 µL was used per 15 µL PCR reaction. Total
bacterial abundances were quantified using primers F968 /R1378
(Smalla et al., 2007), based on the chemistry of the QuantiTect
SYBR Green PCR kit (Qiagen, Vic, Australia). Amplification was
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carried out on a Strategene Maxpro3000P qPCR system (Agilent,
Vic, Australia). qPCR was performed against a standard curve
of known 16S rRNA gene copies generated using a pGEM-
Teasy vector cloned standard (Gupta et al., 2014). Abundances
of the nifH gene was measured by using specific functional gene
primers nifH-F and nifH-R (Röesch et al., 2008; synthesized by
Geneworks Pty Ltd, Adelaide, S. Aust.), based on the QuantiTect
SYBR R© Green PCR kit. Amplification was carried out on a
Maxpro3000P qPCR system. To confirm the specificity of PCR
products, all PCR reactions were followed by melting curve
analysis and agarose gel electrophoresis. A standard curve
containing known copy numbers of the nifH gene was generated
using 10-fold serial dilutions (101–106 gene copies) of linearised
plasmids containing a cloned nifH gene from pure cultures of
Azospirillum sp. generated by using the pGEM-T Easy vector and
Wizard R© Plus SV Miniprep DNA Purification system, according
to the manufacturer’s instructions (Promega Inc., Fitchburg,
WI, USA).
NifH gene amplification for sequencing was performed
using the PolF (TGCGAYCCSAARGCBGACTC) and PolR
(ATSGCCATCATYTCRCCGGA) primers using previously
described methods (Zhang et al., 2015). Briefly, PCR mixtures
contained 1x green buffer (Promega, Madison, WI), 1.8mM
MgCl2 (Promega), 0.5mM each deoxynucleoside triphosphate
(Promega), 500 nM primer (IDT), 0.1 mg/ml bovine serum
albumin (NEB), 2.5U of Taq polymerase (Promega), and 1 ng/ul
template DNA in a 20-ul reaction volume. Amplifications were
performed for 3min at 95◦C, 30 cycles of 45 s at 94◦C, 45 s
at 61◦C, and 1min at 72◦C, followed by a final extension for
7min at 72◦C. Following gel extraction using the QIAquick gel
extraction kit (Qiagen), the eluted DNA was further purified
again using the Qiagen PCR Purification kit (Qiagen). DNA
samples were amplified with adaptors for Ion Torrent sequencing
at the 5′ end, followed by an 8 bp barcode to separate samples
(Poly et al., 2001; Zhang et al., 2015). Sequencing of the 24
samples was carried out using the Ion Torrent PGM system
using chip 318 v2 with the 400 bp Sequencing Kit in the
University of Wisconsin Biotechnology Center.
The FunGene pipeline (http://fungene.cme.msu.edu/
FunGenePipeline/) was used to process the sequence results
using the parameters described by Fish et al. (2013) and Zhang
et al. (2015). Raw sequencing data were trimmed by RDP Initial
Process which produced a total of 406, 973 full-length high-
quality reads. After chimera check and frameshift correction,
402,537 reads were retained and clustered at 5% amino acid
dissimilarity by the Fungene pipeline. NifH clusters and closest
matched taxa were obtained at the frameshift correction step by
FrameBot (Wang et al., 2013). All samples were subsampled to
9,059 reads/sample for diversity calculation and ordination. Data
were plotted in R 3.1.3 with packages of vegan and ggplot2. Venn
diagrams were generated to assess the distinct and common
NifH phylotypes (OTUs) among different plant parts using the
criteria of OTU occurrence in at least two replicate samples for
each plant part. Rarefaction curves were constructed using the
“-fasta_rarify” command in Usearch (v8). The method used to
calculate these curves is described at http://drive5.com/usearch/
manual8.1/rare.html. The OTU tables for each of the three
sample types were first converted to size-annotated FASTA
sequences files and each these files were then processed using
Usearch to generate the data for the rarefaction curves.
Multivariate, Neighbor Joining Tree, and
Diversity Analyses
Raw cluster abundances were Hellinger transformed and a Bray-
Curtis dissimilarity matrix (+1) was constructed. Statistical
analyses and diversity estimates were calculated using PRIMER-
E (Primer 7, Clarke and Gorley, 2006). Cluster analysis was
performed with the Similarity Profile analysis (SIMPROF) test
(Clarke et al., 2008). Significant differences in community
structure were tested for different grass species and plant
parts with Permutational Multivariate Analysis of Variance
(PERMANOVA) (Anderson, 2001) and Analysis of Similarity
(ANOSIM) (Clarke and Ainsworth, 1993). Additionally, OTU
abundance data were Hellinger transformed and subjected to
redundancy analysis (RDA) for ordination under constraint
of the plant parts. Canonical analysis of principle coordinates
(CAP) analysis was performed for different plant parts found
to be significant according to PERMANOVA analysis. ANOVA
statistics for Shannon diversity (H), Pielou’s Evenness (J),
Margalef ’s Richness (d) and the Simpson index were performed
using GENSTAT version 8 (VSN International Ltd, Hemel
Hempstead, UK). A neighbor-joining tree, based on aligned
amino acid sequences, was constructed using the top 134 most
abundant OTUs and visualized in iTOL (Letunic and Bork,
2011). OTU representative sequences were assigned to their
closest phylogenetic match by BLASTp against an updated Zehr-
based NifH database with the protein region corresponding to
the primer coverage extracted, based on the original dataset
previously documented (augmented Zehr-set, Wang et al., 2013).
Assignment to Zehr clusters was based on the ARB database
(Heller et al., 2014).
For analyses of phylogenetic structure, the community data
was filtered to match the taxa included in the neighbor-joining
tree using the function match.phylo.comm in R studio. To
evaluate phylogenetic signal across the different plant parts, we
first found the niche values, the abundance-weighted mean of the
environmental variable, for plant-C and plant-N for each OTU
(Table S6). The between-OTU niche differences were related
to phylogenetic distances calculated with Mantel correlograms
with 999 randomization for significance test with the function
“mantel.correlog” in the package Vegan v2.4.1 (Oksanen et al.,
2018). Mantel tests showed no significant correlations across
phylogenetic distances, except a significant negative correlation
at 0.003 of the phylogenetic distance (Figure S6). Thus, we
did not calculate phylogenetic turnover and instead determined
the phylogenetic community composition within each sample.
To characterize phylogenetic community composition, net
relatedness (NRI) and nearest taxon index (NTI) were calculated
using the “ses.mpd” and “ses.mntd” functions in the “picante”
package (Kembel et al., 2010). These indices describe the degree
to which phylogenetic structure of samples show significant
evenness or clustering. Positive NTI and NRI values indicate the
community is phylogenetically clustered while negative values
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indicate that members of the community are phylogenetically
randomly dispersed. For a community, NTI >2 indicates
phylogenetic clustering and NTI < −2 indicates phylogenetic
dispersion. A mean NTI and NRI across all samples that is
significantly different from zero indicates clustering (>0) or
overdispersion (<0) (Kembel, 2009; Ding et al., 2012; Stegen
et al., 2012).We used aWilcoxon test to determine whether mean
NRI and NTI were significantly different (p < 0.05) from zero.
Molecular Network Analysis
To decipher the diazotroph community co-occurrence patterns,
molecular ecological networks for the nifH-harboring bacterial
communities were constructed based on NifH sequences, the
OTU table was filtered to remove singletons and doubletons.
Individual networks were constructed for leaf, stem and root
samples across all three plant types since PERMANOVA
analysis showed no significant difference between the three
plant types. Networks were constructed using the Molecular
Ecological Network Analysis (MENA) Pipeline (http://ieg4.rccc.
ou.edu/MENA/login.cgi) (Deng et al., 2012). Prior to network
construction the appropriate similarity threshold was identified
using randommatrix theory implemented in theMENA pipeline.
The resulting networks were visualized using Cytoscape 3.4.0
(Shannon et al., 2003).
Detection of modules and module calculations were carried
out using the greedy modularity optimization method (Deng
et al., 2012). A modularity index threshold of 0.4 was used
to define modular structures in the network (Newman, 2006).
Identification of node topology within the networks was
determined based on its within-module connectivity (Zi) and
among-module connectivity (Pi), which was then used to
organize nodes into four categories: network hubs (Zi > 2.5, Pi
> 0.62), module hubs (Zi > 2.5, Pi < 0.62), connectors (Zi < 2.5,
Pi > 0.62), and peripheral nodes (Zi < 2.5, Pi < 0.62) (Olesen
et al., 2007; Zhou et al., 2010; Deng et al., 2012).
Statistical Analyses
All results were analyzed for normality of residuals in GENSTAT
version 8 (VSN International Ltd, Hemel Hempstead, UK), and
the statistical significance of treatment differences was tested with
analysis of variance at P = 0.05. Data for 16S rRNA gene and
nifH gene abundances from qPCR analysis were log-transformed
before ANOVA test for treatment effects.
RESULTS
System Description in Terms of Soil
Properties and Grass Growth Patterns for
2014 and 2015 Including Belowground
Biomass Data
Under the Mediterranean climate at Karoonda in the mallee
region of South Australia, the three perennial grasses produced
0.4–1.5 t/ha of plant biomass. The total amount of biomass
produced was higher during the summer of 2014 (0.8–1.5 t/ha)
than the summer of 2015 (0.4–0.8 t/ha). This was principally due
to the amount and distribution of rainfall, however all plants were
in their peak biomass production period during the time of our
sample collection (March) (Table S1). Panicum species produced
the highest amount of biomass in both seasons and the Rhodes
grass produced similar amount of biomass in both seasons
(Table S1). Soil mineral N levels were generally low (<5µg/g)
during the summer months in both seasons, reflecting the lower
fertility from the low organic C levels (Table S1). Overall, at
the end of the summer growth period the three grass species
FIGURE 1 | Nitrogen fixation potential for the leaf (L) and root (R) samples of
different perennial grasses estimated using a laboratory 15N-incubation assay.
Based on minimum δ15N (%o) value for detection of N2 fixation, the minimum
detectable N fixation rate was 0.10mg N fixed kg−1 day−1.
TABLE 1 | Abundance of total bacteria and N2-fixing (nifH-harboring) bacteria in
different parts for the three types of grass species.
Bacteria (16S) N2 fixers (nifH)
Plant type Plant part copies/g
soil
copies/g
soil
(copies/105-16S)
Digitaria
Digitaria Roots 3.21E+09 1.17E+07 342.7
Stems 3.09E+10 1.47E+06 5.3
Leaves 3.54E+10 1.79E+06 5.8
Average 2.31E+10 5.OOE+06 117.9
Panicum Roots 2.23E+09 5.36E+05 30.1
Stems 4.67E+10 3.82E+06 7.9
Leaves 2.56E+10 8.41E+05 3.6
Average 2.49E+10 1.97E+06 13.9
Rhodes Roots 3.79E+09 2.21E+06 68.5
Stems 2.46E+10 2.41E+06 10.5
Leaves 1.30E+10 1.41E+06 12.8
Average 1.38E+l0 2.01E+06 30.6
Plant parts Roots 3.05E+09 4.76.E+06 147.08
Stems 3.47E+l0 2.70.E+06 7.89
Leaves 2.25E+l0 1.29.E+06 7.42
LSD (P < 0.05) Plant type 6.58E+09 2.77E+06 15.95
Plant part 6.50E+09 2.74E+06 115.5
Plant × Part 1.14E+10 4.84E+06 202
Values in bold represent averages for individual plants or combined plant parts.
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TABLE 2 | Diversity indices for nifH-gene harboring bacterial communities in
different plant parts for different grass species.
Plant type Plant part Species
richness
(d)
Pilou’s
evenness
(j)
Shannon
index (H)
Simpson
index
(1-λ)
Digitaria Roots 321 0.9540 6.5762 1.0464
Stems 334 0.9569 6.6578 1.0429
Leaves 390 0.9659 6.9193 1.0366
Average 348 0.9589 6.7178 1.0419
Panicum Roots 410 0.9652 6.9622 1.0364
Stems 373 0.9617 6.8223 1.0396
Leaves 356 0.9609 6.7677 1.0403
Average 380 0.9626 6.8507 1.0387
Rhodes Roots 353 0.9598 6.7499 1.0406
Stems 372 0.9626 6.8368 1.0383
Leaves 336 0.9568 6.6690 1.0424
Average 354 0.9597 6.7519 1.0404
Plant parts Roots 361 0.9596 6.7628 1.0411
Stems 360 0.9604 6.7723 1.0402
Leaves 361 0.9612 6.7853 1.0398
LSD (P < 0.05) Plant type 13 0.0020 0.0548 0.0012
Plant part ns ns ns ns
Plant × Part 23 0.0034 0. 0949 0.0021
Values in bold represent averages for individual plants or combined plant parts.
removed 30–60 kg N / ha in the two seasons. Nitrogen fixation
was observed in all grasses and plant parts. Nitrogen fixation
potential estimates measured using a laboratory 15N incubation
assay indicated rates ranging from 0.24 to 5.9mg of 15N fixed
kg−1 plant material day−1 (Figure 1). While estimates varied
between seasons, measurable N2 fixation rates were observed in
both the leaf (2.13 to 5.99 ± 0.70mg of 15N fixed kg−1 plant
material day−1) and root (0.24 to 2.73 ± 0.18mg of 15N fixed
kg−1 plant material day−1) sample in both seasons (Figure 1).
Nitrogen fixation rates also showed small variation between grass
types i.e., Digitaria (3.21 ± 0.71mg of 15N fixed kg−1 plant
material day−1), Panicum (1.79± 0.40mg of 15Nfixed kg−1 plant
material day−1), and Rhodes grass (2.10 ± 0.47mg of 15N fixed
kg−1 plant material day−1). Nitrogen fixation was also observed
in the crowns of Digitaria grass (1.21± 0.42mg of 15N fixed kg−1
plant material day−1).
Abundance of Diazotrophic Bacteria
Significant differences in the total bacterial abundance, based
on 16S rRNA gene copy numbers, were observed between the
three grass species and between the above and belowground plant
parts (Table 1). Overall bacterial abundance was significantly
higher in the Digitaria and Panicum, compared to the Rhodes
grass. In all three grasses, bacterial abundance was significantly
higher in the stems and leaves compared to the endophytic
root environment (Table 1). Stem samples from Panicum and
Rhodes grasses exhibited the highest bacterial total abundance,
whereas there was no significant difference between the leaves
and stems of Digitaria (Table 1). The abundance of diazotrophic
FIGURE 2 | Venn diagram showing number of unique and shared OTUs of
total OTUs between different plant parts and grasses (A) and rarefaction
curves of OTUs of NifH sequences (B) cumulatively obtained from the three
plant parts (averages for the three perennial grass species).
bacteria, based on nifH gene copy numbers, ranged between 8.4
× 105 to 1.2× 107 g−1 plant material with significant differences
occurring between grass species and plant parts (Table 1). NifH
gene abundance was highest in the Digitaria plant samples
followed Rhodes grass and Panicum. This trend was observed in
both the absolute nifH gene abundances and in copy number per
unit 16S rRNA gene copies. In general, root samples for all the
grass species exhibited the highest nifH gene abundance (5.44 ×
105 to 1.2 × 107) compared to the stem (1.5 × 106 to 3.8 × 106)
and leaf samples (8.4× 105 to 1.8× 106) (Table 1). Similarly, the
proportion of diazotrophic bacteria (nifH copy number) to total
bacteria (16S rRNA gene copy number) was generally higher in
the root samples compared to the above-ground plant parts with
no significant difference between the stems and leaves.
NifH-Harboring Bacterial Community
Composition
A total of 402,537 nifH amplicon reads were clustered
at 5% amino acid dissimilarity by Fungene pipeline. NifH
clusters and closest matched taxa were obtained at frameshift
correction step by FrameBot and sequences were subsampled
to 9,059 reads/sample for diversity calculation and ordination.
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Rarefaction curves reflected saturation in terms of number
of OTUs vs. sequences for all plant parts indicating that the
sequencing depth was adequate to cover the majority of the
diazotrophic community (Figure 2B). Following clustering and
removal of singletons there were 1,067 ± 31, 1,042 ± 34, and
1,007 ± 76 NifH OTUs per sample for the leaf, stem and root
samples, respectively. Average protein-protein identity was 93.3
± 4.1% at an average alignment length of 106 amino acids. A total
of 130 unique closest-match taxa were recovered representing 76
unique genera (Table S5).
Significant differences in alpha-diversity were identified
between the three grass species (P<0.01) with Panicum
exhibiting the highest species richness (d) and evenness (J)
(Table 2). No significant differences were observed between
Digitaria and Rhodes grass (Table 2). There were no significant
differences in the overall NifH sequence diversity for the leaf,
stem and root samples, although significant differences (P <
0.01) were found between the different plant parts for individual
grass species. Species richness in the Digitaria grass was highest
in the leaves whereas roots and stems showed significantly
higher richness in the Panicum and Rhodes grasses, respectively
(Table 2).
Diazotrophic NifH communities were significantly
(PERMANOVA, P < 0.001) different among plant parts.
Comparison of nifH-harboring bacterial community
composition from beta-diversity analysis using RDA resulted
FIGURE 3 | Differences in the composition of nifH-gene harboring bacteria in the different above-ground plants parts and roots for the three grasses. (A) Redundancy
analysis (RDA) for ordination under constraint of the plant parts, (B) relative abundances at Class level between different plant parts; * indicates significant differences
at P < 0.05, (C) Canonical analysis of principle (CAP) ordination, constrained by plant part and species and (D) Relative abundance of Burkholderia sp (Bk, OTU378)
and Polaromonas naphthalenivorans (Pn, OTU909) in different plant parts. PERMANOVA—Grass: CV = 5.87, P = 0.09; Plant part: CV = 13.7, P = 0.01; Grass x
plant part: CV = 7.2, P = 0.19; Grass-plant part: CV = 13.529; P = 0.001; ANOSIM (plant parts): Global R 0.332; P = 0.01.
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in significant dissimilarity between the leaf, stem and root
samples across all plant types (Figure 3A). PERMANOVA
analysis showed that plant part explained 13.7% variation (F
= 1.91; P = 0.001; ANOSIM P = 0.01) whereas the variation
between grass species was not-significant (F = 1.17; CV%
= 5.8; P = 0.09). Diazotrophic communities within leaves
from the three individual grass species were more different
than those originating from roots (Figure 3 and Figure S1).
The contribution of individual closest-match genera to the
overall Bray–Curtis distances (SIMPER analysis) showed that
differences in the abundances of 100 OTUs accounted for 15% of
the dissimilarity between the root and leaf samples and between
the root and stem samples. The sequences most related to Alpha-
Proteobacteria contributed to the discrimination between the
plant parts. Results from the SIMPER analysis showed that at the
OTU level, differences in the diazotrophic communities within
leaf and root samples was principally attributed to the variation
in the relative abundances of ∼20 OTUs representing taxa such
as Hypomicrobium sp., Bradyrhizobium sp., and Opitutaceae sp.
In contrast, differences between the diazotrophic communities
in the leaf and stem samples were associated with differences
in the relative abundances of OTUs such as 0487 (Opitutaceae
bacteriuam TAV2), 0012 (Dechloromonas aromatica), 1599
(Hypomicrobium sp.), 58 (Leptothrix cholodnii) (Figure S3).
In general, nifH-gene harboring bacteria most closely
related to the phylum Proteobacteria were the most abundant
group (Figures 3, 4). Diazotrophic taxa of the Class Alpha-
Proteobacteria were generally most dominant (48 ± 1.5%,)
followed by Beta-Proteobacteria (21.2 ± 1.25%), Delta-
Proteobacteria (15.1 ± 1.5%), and Opitutae (11.1 ± 1.3%)
(Figure 3). Abundances of the members of the Verrucomicrobiae
were higher in the Digitaria root and leaf samples (>1.45%),
compared to that in the other grass species (<0.77%).
Diazotroph NifH grouped under Clusters I and III were
generally the most abundant group with subcluster 1K being the
most abundant (58.1 ± 1.1%) across all plants and plant parts
(Figures 4A,B). The abundances of the dominant subclusters
were similar in all samples, except that the members of subcluster
1J were significantly (P < 0.028) higher in the root samples
(16 ± 3.9%), in particular in the roots of Digitaria (20.3)
and Rhodes grass (21.8%) (Figure 4B). NifH belonging to the
subcluster 3E were significantly (P < 0.022) more abundant in
the above ground plant parts (14.0 and 15.3% in stem and leaf
samples, respectively), compared to the root samples (8.1%).
NifH belonging to subgroups 1A and 1P were significantly
enriched (P < 0.05) in the root samples, compared to that in the
leaf and stem samples.
The top 10 most abundant genera accounted for ∼80% of
sequences among all plant parts and grasses. In total, the genus
Hyphomicrobium like taxa was the most abundant (13.6–29.9%)
in all plant parts and grass species) (Figures 4C,D), followed
by those related to Burkholderia and Methylocella in roots, and
Geobacter and Diplosphaera in leaves and stems. Sequences
closely related to the genus Azospirillum accounted for 1.57–
2.94% of the diazotrophic community with higher abundances in
the stem samples of Rhodes grass (5.1%). There were significant
differences in the relative abundances of Burkholderia-like taxa
between grass species, especially in the root samples. For
example, relative abundances ranged between 18 and 20% in
the roots of Digitaria and Rhodes grass, compared to 5.8% in
Panicum roots.
Phylogenetic Community Structure
To describe the differences between phylogenetic distances in
the communities compared to null-communities generated by
randomization, NTI and NRI was calculated. The NTI measures
tip-level divergences in the phylogeny while NRI measures
deeper divergences. For communities across all plant parts
and grass species, NTI values were positive but <2 and were
significantly different from the null expectation (p < 0.05) in
most of the communities (Figure S7). NRI values were generally
negative and we did not find significant differences from the
null expectation (Figure S7). The mean NTI was significantly
greater than zero, while the mean NRI was significantly less than
zero. These results may indicate that all communities contain
species that are spread randomly across the tree (NRI < 0) but
phylogenetically clustered toward the tips (NTI > 0).
Network Analysis
To identify co-occurrence patterns in the nifH-gene harboring
bacterial communities associated with different plant parts, four
networks were constructed for the roots, stem, leaf and the whole
plant. Individual networks were constructed based on 1,329,
1,307, 1,329, and 1,907 OTUs for the leaf, stem, root and whole-
plant, respectively. All networks obtained exhibited scale-free
characteristics, as indicated by R2 of power law ranging from
0.742 to 0.908 and were significantly different from the random
networks generated using identical numbers of nodes and links
(Tables S2, S3). These metrics indicate that the networks were
non-random and unlikely due to chance.
Networks reflecting the three individual plant parts were
very similar to one another. However, multiple network
topological metrics consistently showed that microbial co-
occurrence patterns for the different plant parts were markedly
different from the whole-plant network (Table 3). Individual
plant part networks were much larger and more complex than
the whole-plant network with more links and nodes than the
whole-plant network, which increased the density of connections
and created more intricate network patterns (Table 3; Figure 6;
Figure S4). Additionally, the number of modules were greater in
the roots, leaf, and stem networks (each composed of 27 modules
that contained at least 5 nodes) compared to the whole-plant
network (12 modules that contained at least 5 nodes) (Figure 6;
Figure S4). Interestingly, the whole-plant network contained
moremodules that were composed of only one taxon at the genus
level, which was not observed in the networks of the individual
plant parts. Across all networks, the majority of interactions were
in the negative direction: 60.5% of 880 links, 70.7% of 1,130
links, 71.5% of 1,143 links, and 62.7% of 351 links in the root,
leaf, stem and whole-plant networks, respectively (Tables S2, S3).
In contrast to the interaction patterns in the networks of the
individual plant parts, negative and positive interactions were
generally constrained within individual modules in the whole-
plant network (Figure 6D).
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FIGURE 4 | Relative abundances (averages of replicates) of endophytic NifH clusters (A,B) and taxa abundances in (C,D) different plant parts (leaf, stem and root) for
the different summer-active perennial grasses. For clarity only the cluster groups or taxa that showed >0.5% abundance are shown.
TABLE 3 | Topological properties of molecular ecological networks for nifH-gene harboring bacterial communities.
Network property Roots Leaf Stem All parts
RMT Threshold 0.92 0.91 0.91 0.72
Modularity 0.845 0.908 0.871 0.684
Total nodes 631 760 723 345
1,455 1,599 1,591 560
Total links Negative Positive Negative Positive Negative Positive Negative Positive
880(60.48%) 575 (39.52%) 1130 (70.67%) 469 (29.33%) 1143 (71.84%) 448 (28.16%) 351 (62.68%) 209 (37.32%)
R2 power-law 0.742 0.744 0.729 0.908
Average degree (avgK) 4.612 4.208 4.401 3. 246
Ave. clustering coefficient (avg. CC) 0.156 0.141 0.141 0.097
Harmonic geodestic distance (HD) 5.74 7.90 6.684 4.226
No. of modules 51 51 45 36
The topological roles of the specific nodes within the networks
were classified according to the Zi vs. Pi coefficients (Table S4;
Figure S5) (Zhou et al., 2010). The majority of nodes across
all networks were classified as peripheral nodes (Figure S5).
The whole-plant network contained one network hub, seven
module hubs and seven connectors (Table S3). The network hub
was an OTU most closely related to an unidentified bacterium.
Methylocella, Leptothrix and Geobacter were identified as both
module hubs and connectors in the whole-plant network.
In addition, Burkholderia and Opitutaceae were identified as
module hubs and Bradyrhizobium and Gluconacetobacter were
connectors in the whole-plant network. In the networks of
the individual plant parts, several module hubs and connectors
were identified that were unique to either the roots, stems or
leaves. For example, module hubs identified as Herbaspirillum,
Leptothrix and Methylobacterium were only observed in the
leaf network and the module hub Rubrivivax was unique to
the stem network (Table S4). Additionally, connectors identified
as Hyphomicrobium and Geobacter were only observed in the
leaf network but not in other plant parts while the connectors
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identified as Bradyrhizobium and Burkholderia were observed in
the root network but not in the networks of the other plant parts.
DISCUSSION
At the Karoonda experimental site located in a Mediterranean
climate, the three C4 perennial grasses investigated exhibited
good growth in both the 2014 and 2015 summer seasons. The
total plant biomass observed in this study was less than that
previously reported for these grasses (Descheemaeker et al.,
2014; Gupta et al., 2014) which was likely due to the seasonal
variation in environmental factors, especially rainfall. There were
significant differences in growth between the three grass species,
especially in the 2014 season. In spite of the lower production
of biomass, low soil mineral N level coupled with lower soil
fertility and no fertilizer application necessitated the grass species
to acquire the required N for growth from other sources, such as
diazotrophic N fixation. Free-living diazotrophs can exhibit 10
times higher N fixation activity (25–50mg N fixed g−1 protein
h−1) than symbiotic N fixers (2–5mg N fixed g−1 protein h−1)
under ideal conditions (Mulder, 1975).
Previously, non-symbiotic (NS)-N fixation rates associated
with the rhizosphere soil and roots of these three perennial
grasses have been reported to range from 0.76 to 2.35mg N kg−1
day−1, with N fixation rates higher in roots than in rhizosphere
soil (Gupta et al., 2014). The range of N fixation potentials
measured in this study are in the similar range of 0.5–4.0mg N
kg−1 day−1. In this study, wemeasured N fixation by diazotrophs
residing within plant tissue only. Other reports of NS-N fixation,
using the same method as the present study, for the warm season
C4 grass Panicum virgatum showed a wider range of NS N
fixation ranging from 0.003 to 4.6mg N kg root−1 day−1 (Roley
et al., 2018, 2019). While our measurements were done at one
time point during peak growing season, the referenced study
(Roley et al., 2019) included multiple points including a post-
senescence time period. Previously, Gupta et al. (2014) reported
lower levels of N fixation (0.05 to 0.27mg N kg soil−1 day−1) in
the rhizosphere soils collected during the post-senescence period.
It should be noted that the amounts of NS-N fixation reported
in this study are only an estimate of N2 fixation potential as
they are measured in a laboratory assay under optimal conditions
and could thus vary from in-situ field conditions. In addition,
under field conditions N fixation could be episodic, depending
up on the prevailing conditions. Roley et al. (2019) reported
average NS-N fixation rates of 3.8mg N kg root−1 day−1 for
the North American perennial grass Panicum virgatum L. and
further suggested that fixationmay only be occurring episodically
in response to transiently suitable environmental conditions and
due to the presence of appropriate N-fixing bacterial populations.
While we did not measure mycorrhizal colonization of these
perennial grasses, arbuscular mycorrhizal fungi and N2-fixing
bacteria have potentially complementary roles in providing the
P and N needs of crops. However, Bauer et al. (2012) found no
significant synergistic interactions between AMF and N2-fixers
in prairie grassland communities and that any short-term effects
of the two groups could only be additive. It can be assumed
that as both these symbionts would compete for photosynthetic
resources, any interactions between them may ultimately depend
upon soil fertility, plant nutrient status and overall plant health
(Mishra et al., 2008; Bauer et al., 2012).
Relative Importance of NS-N Fixation to N
Nutrition of Grasses
Due to an extensive root system and greater rhizosphere volume,
some perennial grasses may promote microbial activity and
improve N mineralisation (Ellis et al., 2008; Gupta et al., 2014).
However, in the low organic matter sandy soils present at the
experimental site, the contribution of N from soil organic matter
mineralization was estimated to be <20 kg N ha−1 y−1 (Gupta
et al., 2012; McBeath et al., 2015) and atmospheric N deposition
in the remote/rural regions of southern Australia is estimated at
<1 kg N ha−1 y−1 (Jeff Ladd, CSIRO, personal communication).
Therefore, it is highly likely that NS-N fixation by rhizosphere
and plant associated diazotrophs contribute a significant portion
of the grass N requirement.
The significance of NS-N fixation for the N nutrition
of sugarcane crops is well-established (Baptista et al.,
2013). Similarly, recently Van Deynze et al. (2018) reported
that atmospheric nitrogen fixation by mucilage-associated
diazotrophic microbiota contributed 29–82% of the N nutrition
of Sierra Mixe maize. Based on measurements of NS-N fixation
potentials and coupled with mass balance estimates, Roley et al.
(2018) suggested that NS-N fixation is an important source of
N to un-fertilized temperate prairie grasses in North America.
Overall, these observations are less than what is reported for
sugarcane systems that indicate NS-N fixation rates of >40 kg N
ha−1 y−1 (Urquiaga et al., 2012). The total percent contribution
of BNF to total plant N for four C4 grasses (Axonopus affinis,
Paspalum notatum, Andropogon lateralis, and Aristida laevis)
was calculated to range from 22 to 36% of shoot total N (Marques
et al., 2017), although the total input into the ecosystem varies
due to differences in plant dry matter input. This resulted in
estimated contributions of 0.6 to 37.6 kg N ha−1 among the
four grasses. In the rain-fed cropping regions of Australia non-
symbiotic/associative N fixation potentials were estimated to
vary between 1 and 38 kg N ha−1 y−1 but could be agronomically
significant when N fixation occurs during peak crop requirement
such as during grain filling periods in crops (Gupta et al., 2006;
Roper and Gupta, 2016).
Coverage by Current Primers
Based on the phylogenetic relationships between the nifH and
16S rRNA genes, four clusters of diazotrophs have been identified
(Zehr et al., 2003; Raymond et al., 2004). Cluster I is generally
identified as the most abundant in environmental samples and
is comprised of aerobic and facultative anaerobic N fixers. An
alternative nitrogenase anfH, a paralog of nifH, is included in
cluster II. The deeply diverging cluster III (Figure 5) includes
primarily obligate anaerobes, while cluster IV contains paralogs
of the nitrogenase gene (Fujita et al., 1992; Raymond et al., 2004;
Nomata et al., 2006; Staples et al., 2007).
The choice of nifH primers can influence on the recovery
of nifH sequences due to the variation in their coverage. For
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FIGURE 5 | Neighbor joining tree based on top 134 OTUs (>0.1%) with taxonomic, nifH cluster and the mean abundance. The outer bars represent relative
abundances for each OTU in the different plant part samples.
example, although Zf/Zr primers indicate higher theoretical
recovery of nifH diversity, the polF/polR primers to provide
higher performance on the bench (Gaby and Buckley, 2017),
though, based on bioinformatic analyses, they preferentially
amplify Proteobacteria (Penton et al., 2013, 2016; Wang et al.,
2013). Angel et al. (2018) recently evaluated primers targeting
nifH using datasets created by mining metagenomic datasets
and curated databases to create HMM models for filtering
homologs. Their analysis of coverage revealed varying levels
of bias among the tested primer sets (polF/polR were not
included). These types of PCR biases have been documented
across a number of nifH primers (Gaby and Buckley, 2012).
However, the polF/polR primers used here have been verified to
not significantly demonstrate quantifiable template-based bias,
as compared to other nifH primers which exhibited up to a
1,000-fold mis-estimation of nifH gene copy numbers (Gaby and
Buckley, 2017).
Given the fact that a primer set for protein coding genes
cannot be comprehensive, our results of NifH sequence diversity
measurements and community composition does not provide
a complete picture of NifH diversity or a comprehensive
representation of the community. In addition, there are
limitations when assigning taxonomy to nifH sequences. Among
these, the horizontal transfer (HGT) of the nifH gene (Zehr
et al., 2003; Gaby and Buckley, 2012) imparts difficulties in
resolving verifiable taxonomic relationships that are based on the
16S rRNA gene. While we chose to cluster at a 5% amino acid
dissimilarity (Penton et al., 2016), NifH amino acid distances
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FIGURE 6 | Comparison of diazotroph community networks associated with different plant parts of the three perennial grass species. Circles represent nodes whose
size indicates connectivity; node color represents taxonomy at the genus level. Edges indicate co-occurrence between nodes colored either blue for positive or red for
negative. Each circular grouping is a module, modules containing at least five nodes are identified by their assigned number.
vary within different phylogenetic clusters, from 12.8% in the
Alpha-Proteobacteria to 41.7% in the methanogens (Zehr et al.,
2003). As such, a standard amino acid dissimilarity cut-off for
OTU generation can result in the under- or over-estimation of
diversity, depending on the bacterial group (Penton et al., 2016).
Lastly, the deeper divergence of group III vs. group I (Figure 5)
observed in our data is supported by earlier findings (Penton
et al., 2016) and suggests that this taxonomic differentiation is
more reliable, compared to the lower substitution rates within the
much broader group 1 sequences (Gaby and Buckley, 2012).
Diazotrophic Community
Non-leguminous plant species including cereals, grasses and
other species such as maize, rice, sugarcane to harbor
diazotrophic communities (Röesch et al., 2008; Prakamhang
et al., 2009; Burbano et al., 2011; Sessitsch et al., 2012).
Well-known examples of diazotrophic rhizosphere associations
include Azospirillum brasilense and Azospirillum lipoferum
within sugarcane (Hartmann et al., 2009). While diazotrophs
in roots and the rhizosphere have received greater attention,
their presence in the above ground plant parts such as the
leaves and stems highlight their potential functional significance.
Soils harbor an extensive diversity of bacteria. Accordingly,
the microbial community composition and abundance within
the plant rhizosphere and that of bacterial endophytes can
vary according to soil type, management (including fertilizer
application), season, plant type, plant growth stage and varieties
(Bowen and Rovira, 1999; Donn et al., 2014; Gupta et al.,
2014; Bouffaud et al., 2016). Overall, our findings show that
the summer-active C4 perennial grasses, Panicum, Digitaria
and Rhodes grass harbored diverse diazotrophic communities
in both the above- and belowground parts of the plant.
Significant differences in alpha-diversity were identified between
the three grass species and between the different plant parts
for each individual grass species (though there was no overall
significance). Richness in the Digitaria grass was highest in
leaves whereas the roots and stems harbored significantly
higher richness in the Panicum and Rhodes grass, respectively.
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Previous reports with switchgrass and maize indicated greater
diversity in the roots than in the shoots (Röesch et al.,
2008; Bahulikar et al., 2014). However, Bahulikar et al. (2014)
included both the rhizoplane and phyllosphere communities
in their analysis whereas our results represent only genuine
endophytic populations.
Alpha-Proteobacteria were the dominant group of nifH-
harboring taxa both in the belowground (roots) and aboveground
(leaves and stems) of the three perennial grass species.
Dominance of Alpha-Proteobacteria is common, as they are
widespread in terrestrial and aquatic environments (Wang et al.,
2013; Collavino et al., 2014; Jing et al., 2015; Penton et al.,
2016; Meng et al., 2019). Beta- and Delta-Proteobacteria were
other dominant Proteobacterial groups. Similar observations
were reported for switchgrass grown in Oklahoma and Michigan
(Kellogg Biological Station, KBS) in the USA (Bahulikar et al.,
2014; Roley et al., 2019). For example, there is a striking similarity
in the most abundant endophytic nifH clusters and genera
in the above ground plant parts observed in this study and
that reported for the grass samples from Michigan but the
roots of KBS samples were quite different even at phylum level
(Figure S2). This difference is mainly due to the abundance to
sequences related to Dickeya (Dickeya dadantii_Ech703, 63.7%)
and Clostridium sp. in KBS-roots, which were almost absent in
the Australian samples. The top seven Classes, Alpha-, Beta-,
Delta-, andGamma Proteobacteria, Opitutate, Verrucomicrobiae
and Firmicutes, accounted for over 80% of all NifH sequences
and were similar between the grasses in Australia and Switchgrass
studies in the USA. Cluster IV sequences were not abundant in
any of the Australian samples, although they have been shown to
be associated with mangrove roots (Flores-Mireles et al., 2007).
Ultimately, endophytic colonization is principally through
root infection by bacteria originating from the bulk soil that
are influenced by root phenotypic properties. Higher diazotroph
diversity in the rhizosphere than the roots among different grass
species suggests a plant-based selection from the rhizosphere
microbial community (Gupta et al., 2014). This lower total
endophytic bacterial diversity in the leaves and stems, compared
to the roots, may also be due to the exposure to stressors
such as desiccation, reactive oxygen, UV radiation, and lack
of nutrients (Lindow and Brandl, 2003; Ma et al., 2013). In
other cases, diazotroph richness was lower in roots, perhaps the
metabolically rich environment of the roots supports a broader
niche diversity than that present in the N-poor stem and leaf
environments (Videira et al., 2012). Plant tissue type more
strongly dictated the composition of the endophytic diazotrophic
community in rice over the type of soil or fertilizer amendment
(Prakamhang et al., 2009). However, it appears that this influence
of tissue type on endophyte diversity is plant dependent. For
example, extensive taxonomic overlap was observed between
the leaf and root microbiota in Arabidopsis (Bai et al., 2015).
Endophytic compartments of different M. giganteus plants have
been reported to harbor similar microbial communities across all
sites, whereas the rhizosphere soil of different plants tended to
harbor diverse microbial assemblages that were distinct among
sites (Lundberg et al., 2012; Li et al., 2016). However, presence
alone may not necessarily reflect activity within the plant tissue.
For example, DNA-based analyses of diazotrophs in elephant
grass indicated that plant tissue type was the strongest driver
of community composition. However, mRNA based analyses
contradicted this finding, with plant genotype driving diazotroph
community composition (Videira et al., 2013). Abundances of
nifH gene harboring bacteria ranged from 8.4 × 105 to 1.2 ×
107 g−1 plant material, with the highest abundances in the roots,
followed by the stems and leaves. Previously, the abundance
of diazotrophic populations was determined to range between
103 and 107 g−1 plant material in elephant grass roots and
stems (Reis et al., 2001; Videira et al., 2012) and 106 copies in
the rhizosphere and roots of several perennial grasses (Gupta
et al., 2014). Overall, there was no consistent correlation between
copy numbers and diversity indices. However, there appears
to be an inverse relationship within the roots. Digitaria roots
contained the highest nifH copy number but lowest diversity.
In contrast, Panicum roots harbored the lowest abundance
with higher diversity. These results support that plant-specific
factors that drive root phenotype influence both the diversity
and abundance of endophytic diazotrophs. Overall, these results
confirm previous reports of plant species-based variation in
diazotrophic community composition, albeit these results are
first reports of diazotroph community diversity among perennial
grasses grown under the same environment. Furthermore, these
results confirm the complexity of the endophyte diazotroph
community, indicating that selection pressures that impact
endophyte diversity are plant species dependent and are further
impacted by tissue type in these grasses.
Individual Dominant Genera
Despite identifying a broad diversity of nifH-harboring taxa, the
endophytic community was dominated by only a few genera
(17) within seven subcluster groups. Bacterial genera such
as Hyphomicrobium, Bradyrhizobium, Geobacter, Azospirillum,
Diplosphaera, Burkholderia, and Methylocella were dominant in
all the three grass species and across plant parts, which is in
agreement with previous studies (Bahulikar et al., 2014; Roley
et al., 2019). Direct comparisons to these studies indicate a
strong similarity in themost abundant genera in the aboveground
biomass, though there is a striking dissimilarity within the roots
(Figure S2). These dominant genera contributed most to the
differences among plant parts and grass types. For many of
these genera, little is known concerning their ecological role,
especially in terms of N fixation. However, they are commonly
recovered in soil and rhizosphere 16S rRNA gene and nifH-
based culture-independent studies. Hyphomicrobium has been
identified in a wide variety of environments (Oren and Xu,
2014), as a diazotroph in sugarcane (Dong et al., 2018) and as
endophytes within taro (Nayak et al., 2016) and rice (Mano and
Morisaki, 2008), dominated the rhizosphere of eucalyptus (da
Silva et al., 2015), and is part of the core microbiome in panicles
of the weeds Setaria pumila and Setaria viridis (Rodriguez
et al., 2018). The genus Burkholderia contains several confirmed
diazotrophic species such as Burkholderia vietnamiensis (Gillis
et al., 1995), B. kururiensis (Zhang et al., 2000), and B. brasilensis
(Hartmann et al., 1995) who penetrates root cells through
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damaged membranes (Baldani et al., 1995) and secondary root
points of emergence (Baldani et al., 1986), and colonizes the
stomata of rice seedlings (Silva et al., 2000). Identified in grass and
cereal rhizospheres worldwide, the genus Azospirillum contains
members widely known as plant growth promoting rhizobacteria
and free-living N-fixers within the rhizosphere and as endophytes
(see Steenhoudt and Vanderleyden, 2000 for a comprehensive
review). Significant populations (105 to 106) ofAzospirillumwere
recovered in the endorhizoplane, rhizoplane, and rhizosphere of
C4 grasses (Marques et al., 2017).Methylocella is a methanotroph
that has been identified, through nifH gene sequencing, to be the
most prevalent taxa in cassava, maize, and sugarcane (Reinhardt
et al., 2008), though it was largely restricted to the soil rather
than the roots and stems of maize in another study (Röesch
et al., 2008). Geobacter has been found as an endophyte of
moss (Liu et al., 2014), rice (Sun et al., 2008), and several
grasses (Hamelin et al., 2002; Bahulikar et al., 2014; Wemheuer
et al., 2017). Bradyrhizobium, is an acid-tolerant, slow-growing
rhizobia (Graham, 1992; Koponen et al., 2003) capable of both
N2 fixation (Hara et al., 2019), and denitrification (Bedmar et al.,
2005; Sánchez et al., 2011) and is among the most abundant in
nifH sequence (Thaweenut et al., 2011; Meng et al., 2019) and
shotgun metagenomic based studies (Hara et al., 2019). most
abundant N fixer associated with sorghum roots (Hara et al.,
2019) and the stems and tubers of African sweet potatoes (Reiter
et al., 2003). Bradyrhizobia andAzorhizobiumwere also identified
as the most abundant endophytes of sugarcane stems and roots
(Thaweenut et al., 2011) with Bradyrhizobia also found most
abundant in switchgrass (Roley et al., 2019). Lastly, among the
most prevalent nifH-harboring bacteria identified, Diplosphaera
is represented by an N-fixing isolate from a termite hindgut
(Wertz et al., 2011). This reference name has been corrected
to Geminisphaera colitermitum [(Wertz et al., 2011) (second
correction)]. Our data indicates that this endophyte is also closely
related to Opitutaceae bacterium TAV2, thus the classification to
the original Diplosphaera is likely problematic. TAV2 has been
identified as a prevalent nifH harboring endophyte of Oxyria
digyna and Saxifraga oppositifolia in an alpine system (Kumar
et al., 2017) and prevalent in anaerobic permafrost soils (Penton
et al., 2016).
Diazotroph Co-occurrence Networks
The individual plant part networks were larger and more
complex, with more nodes, links, and particularly, modules, than
the whole-plant network (Figure 6, Figure S4). This suggests that
co-occurrence patterns within the nifH-harboring community
are compartmentalized to different parts of the plant, that is, that
each part of the plant represents a unique niche or microsite
whose members interact to a larger degree with members within
that niche. Indeed, previous results have shown endophyte
networks with bacterial terminal restriction fragments (T-RF)
in Phragmites australis (Ma et al., 2013). The finding that the
majority of overall links were negative indicates that competition
for resources (e.g., C), space, or other antagonistic properties
were more prevalent than cooperation or mutualism. A limited
number of suitable niches within the endophytic environment
may also contribute to the more negative interactions. This
is in comparison to previous studies that identified a greater
number of positive links, such as within the rhizosphere (82–94%
positive) (Shi et al., 2016). Negative interactions in the root, stem,
and leaf networks were more abundant within a module, with a
higher proportion of positive links occurring between modules.
This suggests that modules which are considered as individual
functional units in a networkmay represent individual microsites
with commonality in niche requirements (Shi et al., 2016),
with competition or antagonism occurring within. Conversely,
the lesser number of positive co-occurrences between modules
indicates facilitative or mutualistic interactions, though there is
evidence that classically negative antagonistic interactions can
be included in positive interactions (Toju et al., 2016). The
number of nodes, links, modularity, and harmonic geodesic
distance all increased from the roots to the stem to the leaves.
As these endophytic bacteria primarily originate from the soil,
colonize root tissue, and migrate through the stem to the leaves,
this may illustrate a selective maturation of the nifH-harboring
community over time and space. Notably, there are other sources
of endophyte colonization, such as within the spermosphere,
anthosphere, caulosphere and phyllosphere (Mano andMorisaki,
2008; Compant et al., 2012) and colonization through these paths
could not be discounted. In this study, there does not appear to be
a strong selection duringmovement to the leaves, as illustrated by
non-significant changes in alpha-diversity. However, the higher
number of shared OTUs (Figure 2A) between the root-stem and
stem-leaf does suggest some low-level selective events.
Module hubs are strongly interconnected species that may
be important for plant health and mediate interactions between
the plant and the endophytic community (Agler et al., 2016).
Microbial hubs may indirectly influence other taxa by altering
the quality or performance of the plant host without direct
interaction with other taxa (van der Heijden and Hartmann,
2016). Module hubs were most prevalent in the stem and
leaves, with few identified in the roots. Differences in the
number and identity of module hubs and connectors among
the different plant parts also supports the perspective that the
differences in the local niche environments within each plant
part are allowing for the proliferation of specific community
members and different interactions. In addition, host plant
defense mechanisms may also select against different bacteria,
and these defenses may vary temporally. These types of
interactions were observed with the inoculation of rice with
Herbaspirilllum cells, with differences observed even between
cultivars (James et al., 2002).
There were three unique module hubs identified in the
leaf network represented by Herbaspirillum, Leptothrix, and
Methylobacterium. Of these, Herbaspirillum is the most widely
recognized plant growth promoting bacteria (see Monteiro et al.,
2012 for a comprehensive review of this genus). They are known
to colonize the root system first, move into the xylem, spread into
the stem and leaves, and finally spread into substomal cavities
and intercellular spaces (Monteiro et al., 2012). Another leaf
module hub was identified as Leptothrix, a genus previously
isolated from roots of the common bean (Phaseolus vulgaris)
(López-López et al., 2010) and cattail (Typha angustifolia) (Li
et al., 2011), and identified as the most common diazotroph in
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elephant grass stems (Videira et al., 2013). The last leaf network
hub was Methylobacterium, a methylotroph that is capable of
utilizing methanol emitted from the stomata of some plants
(Nemecek-Marshall et al., 1995). They are reported to be one
of the most abundant genera in the phyllosphere and colonize
plants as endophytes, epiphytes, and some tissues intracellularly
(Corpe and Rheem, 1989; Hirano and Upper, 1991; Mcinroy
and Kloepper, 1995; Elbeltagy et al., 2000; Pirttila et al., 2000;
Delmotte et al., 2009). Due to their ability to use various C
sources and their coevolution with plants, these bacteria may
have evolved into generalists, rather than specialists, leading to
their high occurrence within and on leaves (Knief et al., 2010).
Stochastic vs. Deterministic
Haruna et al. (2018) suggested that stochastic processes dominate
in the community assembly for bacterial endophytes in rainforest
plant species as bacterial endophyte OTUs were randomly
distributed among plant organs and rhizosphere soil indicating
that different plant parts may be offering similar environments.
Our results for a specific functional group indicate that
diazotrophic (nifH harboring) communities in all plant parts
contain OTUs that are spread randomly across the phylogenetic
tree at Phylum/Class level (NRI< 0) but are also phylogenetically
clustered toward the tips (NTI > 0). Thus, due to neutral
selection at coarser phylogenetic levels, that this putatively
beneficial functional gene (nifH) is not the key determinant for
selection or colonization in aboveground plant parts. Rather,
deterministic selection is relegated to closely related OTUs,
suggesting that individual spatial compartments within the plant
may select according to the fitness of an individual due to
the resources and interactions that occur within that niche.
This selection may be due to factors such as the expression of
constitutive genes (e.g., stress response) or metabolic attributes
such as the utilization of specific electron acceptors that allow
for survival within a specific plant spatial compartment (niche).
In addition, differences in fitness among closely related taxa
may be related to survival within the context of the plant
host defense responses, able to pass over several barriers while
colonizing aboveground plant parts and possess the physiological
requirements to establish in different plant niches (Compant
et al., 2010).
System Level Perspective
Agricultural soils in the Mediterranean climatic region of
southern Australia are generally low in soil organic matter
(organic C <1%) and N supply capacity (McBeath et al., 2015).
For example, (Descheemaeker et al., 2014) observed <20 kg
of mineral N in the soil profile up to 1M depth in this
field experiment. Additionally, the summer active perennial
grasses investigated in this study didn’t receive any external
fertilizer application, hence they are solely dependent on
the soil N and thus N input from diazotrophic N fixation
becomes a significant source of plant N requirement (25–50 kg
per ha). The biomass production for the perennial grasses
depends up on summer rainfall and the grasses were in
active growth with high N requirements during experimental
sampling period of this study (Descheemaeker et al., 2014).
The deep and extensive root system of the perennial grasses in
the sandy-textured soils at the experimental location provide
a C-rich environment for diazotrophic N fixation through
their dense rhizosphere environment with significant inputs
of C through rhizodeposition. However, diazotrophs in the
rhizosphere are exposed to dry and hot conditions therefore
conditions for N fixation, i.e., in terms of soil moisture
and anaerobic/microaerophilic conditions, would only occur
episodically (∼10 during the summer period). Gupta et al. (2014)
observed potential rates of 0.84–1.4mg N fixed kg−1 soil day−1
for the rhizosphere soils of these grasses. Unlike the rhizosphere
communities, the endophytes would not be exposed to extreme
weather conditions, especially in terms of moisture status, hence
potentially can make a significant contribution to plant N
requirements. However, as the diazotrophs depend on plants for
the C inputs as an energy source of N fixation, conditions external
to plant would influence the diazotroph-plant interactions and N
fixation. The episodic nature of diazotrophic N fixation makes
it difficult to extend the short-term measurements of N fixation
reported in this study to the entire crop season (Roley et al.,
2018). Overall, the presence of diazotrophs in all plant parts with
potential for N fixation would provide agronomically significant
N inputs to meet crop N requirements in particular during
rapid growth and biomass production of the unfertilized grasses.
Similarly, more than 45% of crop N for cereal crops has been
found to be contributed by sources other than fertilizer N and
it is suggested that NS-N2 fixation may be contributing a major
portion of this N requirement (Ladha et al., 2016; Roper and
Gupta, 2016).
CONCLUSIONS
Summer-growing perennial grasses investigated in this study, i.e.,
Panicum coloratum L. cv. Bambatsi (Bambatsi panic), Chloris
gayana Kunth cv. Katambora (Rhodes grass), and Digitaria
eriantha Steud. cv. Premier (Premier digit grass) growing in
the poor fertility sandy soils in the Mediterranean regions
of southern Australia and Western Australia solely depend
upon soil N and biological N inputs through diazotrophic
(free living or associative) N fixation. These grasses found to
support a diverse and abundant diazotrophic community in
the rhizosphere soil and inside plant both above and below-
ground. The three grasses investigated in this study have shown
N fixation potentials ranging between 0.5 and 4.0mg N/kg/day
and N fixation capacity found in both the above (leaves) and
below ground (roots) plant parts. In general, there was a limited
difference in the diversity between leaves, stems and shoots except
that Panicum grass roots harbored greater species richness.
Results also confirmed previous reports of plant species-based
variation in diazotrophic community and Alpha-Proteobacteria
were the dominant group of nifH-harboring taxa both in the
belowground (roots) and aboveground (leaves and stems) of the
three perennial grass species. Results also show a well-structured
nifH community in all plant parts, first report of this type for a
functional community particularly endophytic community. The
presence of distinct endophytic diazotrophic assemblages and
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the variation in the number and identity of module hubs and
connectors among the different plant parts suggesting that local
environments of the niches within each plant part may dictate the
overall composition of diazotrophs within a plant.
DATA AVAILABILITY STATEMENT
The datasets for the nifH sequences and associated metadata
generated for this study can be found at NCBI-SRA with the
bioproject ID: PRJNA550285.
AUTHOR CONTRIBUTIONS
VG and JT contributed to all aspects of the study. BZ conducted
the sequencing. BZ, CP, and JY contributed to bioinformatics and
network analysis. All the authors contributed to the preparation
of the manuscript.
FUNDING
The work was jointly funded by CSIRO in Australia and
MSU in USA. The field experiment on the land of Peter and
Hannah Loller at Karoonda, in South Australia was part of
the CRC Future Farm Industries EverCrop project. Research
on N2 fixation and microbial community analysis was funded
through GRDC Soil Biology Initiative funded project on non-
symbiotic N2 fixation and the U.S. Department of Energy, Office
of Science, Office of Biological and Environmental Research
(DE-FC02-07ER64494), by the National Science Foundation
Long-term Ecological Research Program (DEB 1637653) at
the Kellogg Biological Station. JT was also supported by
a CSIRO McMaster fellowship when in Adelaide, Australia.
CP and JY were supported by USDA-AFRI grant 2016-
67003-24962.
ACKNOWLEDGMENTS
Authors are grateful to Marcus Hicks (DNA extraction), Stasia
Kroker (15N fixation) and Bill Davoren (Field experiment) for
their technical assistance, and Rick Llewellyn for discussions
about the agronomy of summer-growing perennial grasses and
the overall guidance in the Evercrop program.
SUPPLEMENTARY MATERIAL
The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fmolb.
2019.00115/full#supplementary-material
REFERENCES
Agler, M. T., Ruhe, J., Kroll, S., Morhenn, C., Kim, S. T., Weigel, D., et al. (2016).
Microbial hub taxa link host and abiotic factors to plant microbiome variation.
PLoS Biol. 14:e1002352. doi: 10.1371/journal.pbio.1002352
Anderson, M. J. (2001). A new method for non-parametric multivariate
analysis of variance. Austral. Ecol. 26, 32–46. doi: 10.1046/j.1442-9993.2001.
01070.x
Angel, R., Nepel, M., Panhölzl, C., Schmidt, H., Herbold, C. W., Eichorst,
S. A., et al. (2018). Evaluation of primers targeting the diazotroph
functional gene and development of NifMAP–A bioinformatics pipeline for
analyzing nifH amplicon data. Front. Microbiol. 9:703. doi: 10.3389/fmicb.2018.
00703
Angus, J. F., and Grace, P. R. (2017). Nitrogen balance in Australia and nitrogen
use efficiency on Australian farms. Soil Res. 55, 435–450. doi: 10.1071/SR16325
Bahulikar, R. A., Torres-Jerez, I., Worley, E., Craven, K., and Udvardi, M. K.
(2014). Diversity of nitrogen-fixing bacteria associated with switchgrass in the
native tallgrass prairie of Northern Oklahoma. Appl. Environ. Microbiol. 80,
5636–5643. doi: 10.1128/AEM.02091-14
Bai, Y., Muller, D. B., Srinivas, G., Garrido-Oter, R., Potthoff, E., Rott, M., et al.
(2015). Functional overlap of the Arabidopsis leaf and root microbiota. Nature
528, 364–369. doi: 10.1038/nature16192
Baldani, V. L. D., de Alvarez, M. A. B., Baldani, J. I., and Döbereiner, J. (1986).
Establishment of inoculatedAzospirillum spp. in the rhizosphere and in roots of
field grown wheat and sorghum. Plant Soil 90, 35–46. doi: 10.1007/BF02277385
Baldani, V. L. D., Goi, S. R., Baldani, J. I., and Döbereiner, J. (1995). “Localization
ofHerbaspirillum spp and Burkholderia sp. in rice root system,” in International
Symposium on Microbialogy Ecology, Vol.7 (Santos), 133 p.
Baptista, R. B., deMorais, R. F., Leite, J. M., Schultz, N., Alves, B. J. R., Boddey,
R. M., et al. (2013). Variations in the 15N natural abundance of plant-
available N with soil depth: their influence on estimates of contributions
of biological N2 fixation to sugarcane. Appl. Soil Ecol. 74, 124–129.
doi: 10.1016/j.apsoil.2013.08.008
Bauer, J. T., Kleczewski, N. M., Bever, J. D., Clay, K., and Reynolds, H. L. (2012).
Nitrogen-fixing bacteria, arbuscular mycorrhizal fungi, and the productivity
and structure of prairie grassland communities. Oecologia 170:1089–1098.
doi: 10.1007/s00442-012-2363-3
Bedmar, E., Robles, E. F., and Delgado, M. J. (2005). The complete denitrification
pathway of the symbiotic, nitrogen-fixing bacterium Bradyrhizobium
japonicum. Biochem. Soc. Trans. 33, 141–144. doi: 10.1042/BST0330141
Bouffaud, M.-L., Renoud, S., Moenne-Loccoz, Y., and Muller, D. (2016). Is plant
evolutionary history impacting recruitment of diazotrophs and nifH expression
in the rhizosphere? Sci. Rep. 6:21690. doi: 10.1038/srep21690
Bowen, G. D., and Rovira, A. D. (1999). The rhizosphere and its
management to improve plant growth. Adv Agron. 66, 1–102.
doi: 10.1016/S0065-2113(08)60425-3
Buckley, D. H., Huangyutitham, V., Hsu, S.-F., and Nelson, T. A. (2007). Stable
isotope probing with 15N2 reveals novel noncultivated diazotrophs in soil.Appl.
Environ. Microbiol. 73, 3196–3204. doi: 10.1128/AEM.02610-06
Bulgarelli, D., Garrido-Oter, R., Munch, P. C., Weiman, A., Droge, J., Pan,
Y., et al. (2015). Structure and function of the bacterial root microbiota
in wild and domesticated barley. Cell Host and Microbe 17, 392–403.
doi: 10.1016/j.chom.2015.01.011
Bulgarelli, D., Schlaeppi, K., Spaepen, S., van Themaat, E. V. L., and Schulze-
Lefert, P. (2013). Structure and functions of the bacterial microbiota of plants.
Ann. Rev. Plant Biol. 64, 807–838. doi: 10.1146/annurev-arplant-050312-
120106
Burbano, C. S., Sofia, C., Liu, Y., Rosner, K. L., Reis, V. M., Caballero-Mellado,
J., et al. (2011). Predominant nifH transcript phylotypes related to Rhizobium
rosettiformans in field-grown sugarcane plants and in Norway spruce. Environ.
Microbiol. Rep. 3, 383–389. doi: 10.1111/j.1758-2229.2010.00238.x
Chowdhury, S. P., Schmid, M., Hartmann, A., and Tripathi, A. K. (2009). Diversity
of 16S-rRNA and nifH genes derived from rhizosphere soil and roots of an
endemic drought tolerant grass, Lasiurus sindicus. Eur. J. Soil Biol. 45, 114–122.
doi: 10.1016/j.ejsobi.2008.06.005
Clarke, K. R., and Ainsworth, M. (1993). A method of linking multivariate
community structure to environmental variables. Mar. Ecol. Prog. Ser. 92,
205–219. doi: 10.3354/meps092205
Clarke, K. R., and Gorley, R. N. (2006). PRIMER v6: User Manual/Tutorial.
Plymouth: PRIMER-E, 190.
Frontiers in Molecular Biosciences | www.frontiersin.org 16 November 2019 | Volume 6 | Article 115
Gupta et al. Diazotrophs in Perennial Grass Endosphere
Clarke, K. R., Somerfield, P. J., and Gorley, R. N. (2008). Testing of null hypotheses
in exploratory community analyses: similarity profiles and biota-environment
linkage. J. Exp. Mar. Biol. Ecol. 366, 56–69. doi: 10.1016/j.jembe.2008.07.009
Collavino, M. M., Tripp, H. J., Frank, I. E., Vidoz, M. L., Calderoli, P. A., Donato,
M., et al. (2014). nifH pyrosequencing reveals the potential for location-specific
soil chemistry to influence N2-fixing community dynamics. Environ. Microbiol.
16, 3211–3223. doi: 10.1111/1462-2920.12423
Compant, S., Clement, C., and Sessitsch, A. (2010). Plant growth-promoting
bacteria in the rhizo-and endosphere of plants: their role, colonization,
mechanisms involved and prospects for utilization. Soil Biol. Biochem., 42,
669–678. doi: 10.1016/j.soilbio.2009.11.024
Compant, S., Sessitsch, A., and Mathieu, F. (2012). The 125th anniversary of the
first postulation of the soil origin of endophytic bacteria—a tribute to M.L.V.
Galippe. Plant Soil 356, 299–301. doi: 10.1007/s11104-012-1204-9
Corpe, W. A., and Rheem, S. (1989). Ecology of the methylotrophic
bacteria on living leaf surfaces. FEMS Microbiol. Ecol. 62, 243–249.
doi: 10.1111/j.1574-6968.1989.tb03698.x
da Silva, M. D. C. S., Mendes, I. R., Paula, T. D. A., Dias, R. S., de Paula, S.
O., Silva, C. C., et al. (2015). Expression of the nifH gene in diazotrophic
bacteria in Eucalyptus urograndis plantations. Can. J. Forest Res. 46, 190–199.
doi: 10.1139/cjfr-2015-0063
Davis, D. A., Gamble, M. D., Bagwell, C. E., Bergholz, P. W., and Lovell, C. R.
(2011). Responses of salt marsh plant rhizosphere diazotroph assemblages to
changes in marsh elevation, edaphic conditions and plant host species.Microb.
Ecol. 61, 386–398. doi: 10.1007/s00248-010-9757-8
Delmotte, N., Knief, C., Chaffron, S., Innerebner, G., Roschitzki, B., Schlapbach, R.,
et al. (2009). Community proteogenomics reveals insights into the physiology
of phyllosphere bacteria. Proc. Natl. Acad. Sci. U.S.A. 106, 16428–16433.
doi: 10.1073/pnas.0905240106
Deng, Y., Jiang, Y.-H., Yang, Y., He, Z., Luo, F., and Zhou, J. (2012).
Molecular ecological network analyses. BMC Bioinformatics 13:113.
doi: 10.1186/1471-2105-13-113
Descheemaeker, K., Llewellyn, R., Moore, A., and Whitbread, A. (2014). Summer
growing perennial grasses are a potential new feed source in the low rainfall
environment of southern Australia. Crop and Pasture Sci. 65, 1033–1043.
doi: 10.1071/CP13444
Ding, Y., Zang, R., Letcher, S. G., Liu, S., and He, F. (2012). Disturbance
regime changes the trait distribution, phylogenetic structure and
community assembly of tropical rain forests. Oikos 121, 1263–1270.
doi: 10.1111/j.1600-0706.2011.19992.x
Dong, M., Yang, Z., Cheng, G., Peng, L., Xu, Q., and Xu, J. (2018). Diversity
of the bacterial microbiome in the roots of four saccharum species: S.
spontaneum, S. robustum, S. barberi and S. officinarum. Front. Microbiol. 9:267.
doi: 10.3389/fmicb.2018.00267
Donn, S., Kirkegaard, J. A., Perera, G., Richardson, A. E., and Watt, M. (2014).
Evolution of bacterial communities in the wheat crop rhizosphere. Environ.
Microbiol. 17, 610–621. doi: 10.1111/1462-2920.12452
Elbeltagy, A., Nishioka, K., Suzuki, H., Sato, T., Sato, Y. I., Morisaki, H.,
et al. (2000). Isolation and characterization of endophytic bacteria from wild
and traditionally cultivated rice varieties. Soil Sci. Plant Nutr. 46, 617–629.
doi: 10.1080/00380768.2000.10409127
Ellis, S. L., Ryan, M. H., Angus, J. F., and Pratley, J. E. (2008). “Soil nitrogen
and water dynamics in crops following perennial pastures under drought
conditions,” in Proceedings of the 14th Australian Agronomy Conference, ed
M. J. Unkovich (Adelaide, SA: Global Issues Paddock Action), Available
online at: http://agronomyaustraliaproceedings.org/index.php/11-2008/559-
2008-index
Fish, J. A., Chai, B., Wang, Q., Sun, Y., Brown, C. T., Tiedje, J. M., et al. (2013).
FunGene: the functional gene pipeline and repository. Front. Microbiol. 4:291.
doi: 10.3389/fmicb.2013.00291
Flores-Mireles, A. L., Winans, S. C., and Holguin, G. (2007). Molecular
characterization of diazotrophic and denitrifying bacteria associated
with mangrove roots. Appl. Environ. Microbiol. 73, 7308–7321.
doi: 10.1128/AEM.01892-06
Fujita, Y., Takahashi, Y., Chuganji, M., and Matsubara, H. (1992). The nifH-
like (frxC) gene is involved in the biosynthesis of chlorophyll in the
filamentous cyanobacterium Plectonema boryanum. Plant Cell Physiol. 33,
81–92.
Gaby, J. C., and Buckley, D. H. (2011). A global census of nitrogenase diversity.
Environ. Microbiol. 13, 1790–1799. doi: 10.1111/j.1462-2920.2011.02488.x
Gaby, J. C., and Buckley, D. H. (2012). A comprehensive evaluation of PCR
primers to amplify the nifH gene of nitrogenase. PLoS ONE 7:e42149.
doi: 10.1371/journal.pone.0042149
Gaby, J. C., and Buckley, D. H. (2017). The use of degenerate primers in qPCR
analysis of functional genes can cause dramatic quantification bias as revealed
by investigation of nifH primer performance. Microb. Ecol. 74, 701–708.
doi: 10.1007/s00248-017-0968-0
Gillis, M., Van Tran, V., Bardin, R., Goor, M., Hebbar, P., Willems, A., et al.
(1995). Polyphasic taxonomy in the genus Burkholderia leading to an emended
description of the genus and proposition of Burkholderia vietnamiensis sp. nov.
for N2-fixing isolates from rice in Vietnam. Int. J. Syst. Bacteriol. 45, 274–289.
doi: 10.1099/00207713-45-2-274
Graham, P. H. (1992). Stress tolerance in Rhizobium and Bradyrhizobium, and
nodulation under adverse soil conditions. Can. J. Microbiol. 38, 475–484.
doi: 10.1139/m92-079
Gupta, V. V. S. R., and Hicks, M. (2011). “Diversity and activity of free-living
bacteria in south Australian soils,” in Rhizosphere 3 International conference
held during September 25-30th in Perth.Available online at: http://rhizosphere3.
com/conference-program/rhizoabstract00331.
Gupta, V. V. S. R., Kroker, S. J., Hicks, M., Davoren, C. W., Descheemaeker, K.,
and Llewellyn, R. S. (2014). Nitrogen cycling in summer active perennial grass
systems in South Australia: non-symbiotic nitrogen fixation. Crop Pasture Sci.
65, 1044–1056. doi: 10.1071/CP14109
Gupta, V. V. S. R., Llewellyn, R., McBeath, T., Kroker, S., Davoren, W.,
McKay, A., et al. (2012). “Break crops for disease and nutrient management
in intensive cereal cropping. Capturing Opportunities and Overcoming
Obstacles in Australian Agronomy,” in Proceedings of 16th Australian
Agronomy Conference 2012, ed Edited by I. Yunusa (Armidale, NSW), 14–18.
Available inline at: http://www.regional.org.au/au/asa/2012/nutrition/7961_
vadakattugupta.htm#TopOfPage.
Gupta, V. V. S. R., Roper, M. M., and Roget, D. K. (2006). Potential for non-
symbiotic N2-fixation in different agroecological zones of southern Australia.
Aust. J. Soil Res. 44, 343–354. doi: 10.1071/SR05122
Hamelin, J., Fromin, N., Tarnawski, S., Teyssier-Cuvelle, S., and Aragno,M. (2002).
nifH gene diversity in the bacterial community associated with the rhizosphere
of Molinia coerulea, an oligonitrophilic perennial grass. Environ. Microbiol. 4,
477–481. doi: 10.1046/j.1462-2920.2002.00319.x
Hara, S., Morikawa, T., Wasai, S., Kasahara, Y., Koshiba, T., Yamazaki, K.,
et al. (2019). Identification of nitrogen-fixing Bradyrhizobium associated with
roots of field-grown sorghum by metagenome and proteome analyses. Front.
Microbiol. 10:407. doi: 10.3389/fmicb.2019.00407
Hartmann, A., Baldani, J. I., Kirchhof, G., Assmus, B., Hutzler, P., Springer, N., et al.
(1995). “Taxonomic and ecologic studies of diazotrophic rhizosphere bacteria
using phylogenetic probes,” in: Azospirillum VI and Related Microorganisms,
eds I. Fendrik, M. del Gallo, J. Vanderleyden, and M. Zamarocy (Berlin:
Springer-Verlag), 415–427. doi: 10.1007/978-3-642-79906-8_47
Hartmann, A., Schmid, M., vanTulnen, D., and Berg, G. (2009). Plant-driven
selection of microbes. Plant Soil. 321, 235–257. doi: 10.1007/s11104-008-9814-y
Haruna, E., Zin, N. M., Kerfahi, D., and Adams, J. M. (2018). Extensive overlap
of tropical rainforest bacterial endophytes between soil, plant parts and plant
species. Environ. Microbiol. 75, 88–103. doi: 10.1007/s00248-017-1002-2
Heller, P., Tripp, H. J., Turk-Kubo, K., and Zehr, J. P. (2014). ARBitrator: a
software pipeline for on-demand retrieval of auto-curated nifH sequences from
GenBank. Bioinformatics 30, 2883–2890. doi: 10.1093/bioinformatics/btu417
Herridge, D. F., Peoples, M. B., and Boddey, R.M. (2008).Marschner review: global
inputs of biological nitrogen fixation in agricultural systems. Plant Soil 311,
1–18. doi: 10.1007/s11104-008-9668-3
Hirano, S. S., and Upper, C. D. (1991). “Bacterial community dynamics,” in
Microbial Ecology on Leaves, eds J. H. Andrews and S. S. Hirano (New York,
NY: Springer-Verlag), 271–294. doi: 10.1007/978-1-4612-3168-4_14
Horton, M. W., Bodenhausen, N., Beilsmith, K., Meng, D., et al. (2014). Genome-
wide association study of Arabidopsis thaliana leaf microbial community. Nat.
Commun. 5:5320. doi: 10.1038/ncomms6320
Hsu, S.-F., and Buckley, D. H. (2009). Evidence for the functional significance
of diazotroph community structure in soil. ISME J. 3, 124–136.
doi: 10.1038/ismej.2008.82
Frontiers in Molecular Biosciences | www.frontiersin.org 17 November 2019 | Volume 6 | Article 115
Gupta et al. Diazotrophs in Perennial Grass Endosphere
Hurek, T., Handley, L. L., Reinhold-Hurek, B., and Piche, Y. (2002).Azoarcus grass
endophytes contribute fixed nitrogen to the plant in an unculturable state.Mol
Plant Microbe Interact. 15, 233–242. doi: 10.1094/MPMI.2002.15.3.233
Izquierdo, J. A., and Nusslein, K. (2006). Distribution of extensive nifH gene
diversity across physical soil microenvironments. Microbial Ecol. 51, 441–452.
doi: 10.1007/s00248-006-9044-x
James, E. K., Gyaneshwar, P., Mathan, N., Barraquio, W. L., Reddy, P. M.,
Iannetta, P. P., et al. (2002). Infection and colonization of rice seedlings by the
plant growth-promoting bacteriumHerbaspirillum seropedicae Z67.Mol. Plant
Microbe Interact. 15, 894–906. doi: 10.1094/MPMI.2002.15.9.894
Jing, H. M., Xia, X., Liu, H., Zhou, Z., Wu, C., and Nagarajan, S.
(2015). Anthropogenic impact on diazotrophic diversity in the mangrove
rhizosphere revealed by nifH pyrosequencing. Front. Microbiol. 6:172.
doi: 10.3389/fmicb.2015.01172
Kembel, S. W. (2009). Disentangling niche and neutral influences on community
assembly: assessing the performance of community phylogenetic structure
tests. Ecol. Lett. 12, 949–960. doi: 10.1111/j.1461-0248.2009.01354.x
Kembel, S.W., Cowan, P. D., Helmus,M. R., Cornwell, W. K., Morlon, H., Ackerly,
D. D., et al. (2010). Picante: R tools for integrating phylogenies and ecology.
Bioinformatics 26, 1463–1464. doi: 10.1093/bioinformatics/btq166
Kirchhof, G., Reis, V. M., Baldani, J. I., Eckert, B., Dobereiner, J., and Hartmann,
A. (1997). Occurrence, Physiological and molecular analysis of endophytic
diazotrophic bacteria in gramineous energy plants. Plant Soil. 194, 45–55.
doi: 10.1023/A:1004217904546
Knief, C., Ramette, A., Frances, L., Alonso-Blanco, C., and Vorholt, J.
A. (2010). Site and plant species are important determinants of the
Methylobacterium community composition in the plant phyllosphere. ISME J.
4:719. doi: 10.1038/ismej.2010.9
Koponen, P., Nygren, P., Domenach, A. M., Le Roux, C., Saur, E., and Roggy,
J. C. (2003). Nodulation and dinitrogen fixation of legume trees in a tropical
freshwater swamp forest in French Guiana. J. Trop. Ecol. 19, 655–666.
doi: 10.1017/S0266467403006059
Kumar, M., van Elsas, J. D., and Nissinen, R. (2017). Strong regionality and
dominance of anaerobic bacterial taxa characterize diazotrophic bacterial
communities of the arcto-alpine plant species Oxyria digyna and Saxifraga
oppositifolia. Front. Microbiol. 8:1972. doi: 10.3389/fmicb.2017.01972
Ladha, J. K., Tirol-Padre, A., Reddy, C. K., Cassman, K. G., Verma, S.,
Powlson, D. S., et al. (2016). Global nitrogen budgets in cereals: a 50-year
assessment for maize, rice, and wheat production systems. Sci. Rep. 6:19355.
doi: 10.1038/srep19355
Letunic, I., and Bork, P. (2011). Interactive tree of life v2: online annotation and
display of phylogenetic trees made easy. Nuc. Acids Res. 39, W475–W478.
doi: 10.1093/nar/gkr201
Li, D., Voigt, T. B., and Kent, A. D. (2016). Plant and soil effects on bacterial
communities associated withMiscanthus x giganteus rhizosphere and rhizomes.
GCB Bioenergy 8, 183–193. doi: 10.1111/gcbb.12252
Li, Y. H., Liu, Q. F., Liu, Y., Zhu, J. N., and Zhang, Q. (2011). Endophytic
bacterial diversity in roots of Typha angustifolia L. in the constructed
Beijing Cuihu Wetland (China). Res. Microbiol. 162, 124–131.
doi: 10.1016/j.resmic.2010.09.021
Liang, S., Liu, H., Wu, S., Xu, S., Jin, D., Faiola, F., et al. (2019). Genetic diversity
of diazotrophs and total bacteria in the phyllosphere of Pyrus serotina, Prunus
armeniaca, Prunus avium, and Vitis vinifera. Can. J. Microbiol. 65, 1–11.
doi: 10.1139/cjm-2018-0588
Lindow, S. E., and Brandl, M. T. (2003). Microbiology of the phyllosphere. Appl.
Environ. Microbiol. 69, 1875–1883. doi: 10.1128/AEM.69.4.1875-1883.2003
Liu, X. L., Liu, S. L., Liu, M., Kong, B. H., Liu, L., and Li, Y. H. (2014). A primary
assessment of the endophytic bacterial community in a xerophilous moss
(Grimmia montana) using molecular method and cultivated isolates. Braz. J.
Microbiol. 45, 165–173. doi: 10.1590/S1517-83822014000100022
López-López, A., Rogel, M. A., Ormeno-Orrillo, E., Martinez-Romero, J.,
and Martinez-Romero, E. (2010). Phaseolus vulgaris seed-borne endophytic
community with novel bacterial species such as Rhizobium endophyticum sp.
nov. Syst. Appl. Microbiol. 33, 322–327. doi: 10.1016/j.syapm.2010.07.005
Lovell, C. R., Piceno, Y. M., Quattro, J. M., and Bagwell, C. E. (2000).
Molecular analysis of diazotroph diversity in the rhizosphere of the smooth
cordgrass, Spartina alterniflora. Appl. Environ. Microbiol. 66, 3814–3822.
doi: 10.1128/AEM.66.9.3814-3822.2000
Lundberg, D. S., Lebeis, S. L., Paredes, S. H., Yourstone, S., Gehring, J., Malfatti, S.,
et al. (2012). Defining the core Arabidopsis thaliana root microbiome. Nature
488, 86–90. doi: 10.1038/nature11237
Ma, B., Lv, X., Warren, A., and Gong, J. (2013). Shifts in diversity and community
structure of endophytic bacteria and archaea across root, stem and leaf tissues
in the common reed, Phragmites australis, along a salinity gradient in a marine
tidal wetland of northern China. Antonie Van Leeuwenhoek 104, 759–768.
doi: 10.1007/s10482-013-9984-3
Mano, H., and Morisaki, H. (2008). Endophytic bacteria in the rice plant.Microbes
Environ. 23, 109–117. doi: 10.1264/jsme2.23.109
Marques, A. C. R., de Oliveira, L. B., Nicoloso, F. T., Jacques, R. J. S., Giacomini, S.
J., and de Quadros, F. L. F. (2017). Biological nitrogen fixation in C4 grasses of
different growth strategies of South America natural grasslands. Appl. Soil Ecol.
113, 54–62. doi: 10.1016/j.apsoil.2017.01.011
McBeath, T. M., Gupta, V. V. S. R., Llewellyn, R., Davoren, B., and Whitbread,
A. (2015). Break crop effects on wheat production across soils and
seasons in a semi-arid environment. Crop and Pasture Sci. 66, 566–579.
doi: 10.1071/CP14166
Mcinroy, J. A., and Kloepper, J. W. (1995). Survey of indigenous bacterial
endophytes from cotton and sweet corn. Plant Soil 173, 337–342.
doi: 10.1007/BF00011472
Meng, H., Zhou, Z., Wu, R., Wang, Y., and Gu, J.-D. (2019). Diazotrophic
microbial community and abundance in acidic subtropical natural and
revegetated forest soils revealed by high-throughput sequencing of nifH gene.
Appl. Microbiol. Biotech. 103, 995–1005. doi: 10.1007/s00253-018-9466-7
Mishra, S., Sharma, S., and Vasudevan, P. (2008). Comparative effect of
biofertilizers on fodder production and quality in guinea grass (Panicum
maximum Jacq.). J. Sci. Food Agric. 88:1667–1673. doi: 10.1002/jsfa.3267
Monteiro, R. A., Balsanelli, E., Wassem, R., Marin, A. M., Brusamarello-
Santos, L. C., Schmidt, M. A., et al. (2012). Herbaspirillum-plant interactions:
microscopical, histological and molecular aspects. Plant Soil 356, 175–196.
doi: 10.1007/s11104-012-1125-7
Moyes, A. B., Kueppers, L. M., Pett-Ridge, J., Carper, D. L., Vandehey, N.,
O’Neil, J., et al. (2016). Evidence for foliar endophytic nitrogen fixation in
a widely distributed subalpine conifer. New Phytol. (2016) 210, 657–668.
doi: 10.1111/nph.13850
Mulder, E. G. (1975). “Physiology and ecology of free-living, nitrogen-fixing
bacteria,” in Nitrogen Fixation by Free-Living Micro-Organisms, ed W. D. P.
Stewart (London: Cambridge University Press), 3–29.
Nayak, S., Mukherjee, A., Kishore, K., Mandal, S., Pillai, R., and Patro, R.
(2016). Putative endophytic fungi from taro (Colocasia Esculenta), greater yam
(Dioscorea Alata) and elephant foot yam (Amorphophallus Paeoniifolius). Intl.
J. Agric. Environ. Biotechnol. 9:209. doi: 10.5958/2230-732X.2016.00028.0
Nemecek-Marshall, M., MacDonald, R. C., Franzen, J. J., Wojciechowski, C. L.,
and Fall, R. (1995). Methanol emission from leaves: enzymatic detection of
gas-phase methanol and relation of methanol fluxes to stomatal conductance
and leaf development. Plant Physiol. 108, 1359–1368. doi: 10.1104/pp.108.
4.1359
Newman, M. E. J. (2006). Modularity and community structure in networks.
Proc. Natl. Acad. Sci. U.S.A. 1003, 8577–8582. doi: 10.1073/pnas.0601
602103
Nomata, J., Mizoguchi, T., Tamiaki, H., and Fujita, Y. (2006). A second
nitrogenase-like enzyme for bacteriochlorophyll biosynthesis reconstitution
of chlorophyllide a reductase with purified x-protein (bchX) and yz-protein
(bchY-bchZ) from Rhodobacter capsulatus. J. Biol. Chem. 281, 15021–15028.
doi: 10.1074/jbc.M601750200
Oksanen, J., Blanchet, F. G., Friendly, M., Kindt, R., Legendre, P., Mcglinn, D., et al.
(2018). vegan: Community Ecology Package. R package version 2. 5–2. Available
online at: https://CRAN.R-project.org/package=vegan
Okuma, M. (2007). Molecular ecological studies on bacterial symbiosis in termite.
Seibutsu kogaku Kaishi 85, 215–217.
Olesen, J. M., Bascompte, J., Dupont, Y. L., and Jordano, P. (2007). The modularity
of pollination networks. Proc. Natl. Acad. Sci. U.S.A. 104, 19891–19896.
doi: 10.1073/pnas.0706375104
Oren, A., and Xu, X. W. (2014). “The family Hyphomicrobiaceae,” in The
Prokaryotes—Alphaproteobacteria and Betaproteobacteria, 4th Edn, eds E.
Rosenberg, E. F. DeLong, S. Lory, E. Stackebrandt, and S. Thompson (Berlin:
Springer), 247–281. doi: 10.1007/978-3-642-30197-1_257
Frontiers in Molecular Biosciences | www.frontiersin.org 18 November 2019 | Volume 6 | Article 115
Gupta et al. Diazotrophs in Perennial Grass Endosphere
Penton, C. R., Johnson, T. A., Quensen, J. F., Iwai, S., Cole, J. R., and Tiedje,
J. M. (2013). Functional genes to assess nitrogen cycling and aromatic
hydrocarbon degradation: primers and processing matter. Front. Microbiol.
4:279. doi: 10.3389/fmicb.2013.00279
Penton, C. R., Yang, C., Wu, L., Wang, Q., Zhang, J., Liu, F., et al. (2016). NifH-
harboring bacterial community composition across an Alaskan permafrost
thaw gradient. Front. Microbiol. 7:1894. doi: 10.3389/fmicb.2016.01894
Pirttila, A. M., Laukkanen, H., Pospiech, H., Myllyla, R. and Hohtola, A.
(2000). Detection of intracellular bacteria in the buds of Scotch pine (Pinus
sylvestris L.) by in situ hybridization. Appl. Environ. Microbiol. 66, 3073–3077.
doi: 10.1128/AEM.66.7.3073-3077.2000
Poly, F., Monrozier, L. J., and Bally, R. (2001). Improvement in the RFLP procedure
for studying the diversity of nifH genes in communities of nitrogen fixers in soil.
Res Microbiol. 152, 95–103. doi: 10.1016/S0923-2508(00)01172-4
Prakamhang, J., Minamisawa, K., Teamtaisong, K., Boonkerd, N., and
Teaumroong, N. (2009). The communities of endophytic diazotrophic
bacteria in cultivated rice (Oryza sativa L.) Appl. Soil Ecol. 42, 141–149.
doi: 10.1016/j.apsoil.2009.02.008
Raymond, J., Siefert, J. L., Staples, C. R., and Blankenship, R. E. (2004).
The natural history of nitrogen fixation. Mol. Biol. Evol. 21, 541–554.
doi: 10.1093/molbev/msh047
Regan, K. M., Nunan, N., Boeddinghaus, R. S., Baumgartner, V., Berner, D., Boch,
S., et al. (2014). Seasonal controls on grasslandmicrobial biogeography: are they
governed by plants, abiotic properties or both? Soil Biol. Biochem. 71, 21–30.
doi: 10.1016/j.soilbio.2013.12.024
Reinhardt, É., Ramos, P. L., Manfio, G. P., Barbosa, H. R., Pavan, C., and Moreira-
Filho, C. A. (2008). Molecular characterization of nitrogen-fixing bacteria
isolated from Brazilian agricultural plants at São Paulo state. Brazilian J.
Microbiol. 39, 414–422. doi: 10.1590/S1517-83822008000300002
Reis, V. M., dos Reis, F. B. Jr., Quesada, D. M., de Oliveira, O. C. A., Alves,
B. J. R., Urquiaga, S., and Boddey, R. M. (2001). Biological nitrogen fixation
associated with tropical pasture grasses. Aust. J. Plant Physiol. 28, 837–844.
doi: 10.1071/PP01079
Reiter, B., Bürgmann, H., Burg, K., and Sessitsch, A. (2003). Endophytic nifH
gene diversity in African sweet potato. Can. J. Microbiol. 49, 549–555.
doi: 10.1139/w03-070
Rodriguez, C. E., Mitter, B., Antonielli, L., Trognitz, F., Compant, S., and
Sessitsch, A. (2018). Roots and panicles of the C4 model grasses Setaria
viridis (L). and S. pumila host distinct bacterial assemblages with core taxa
conserved across host genotypes and sampling sites. Front. Microbiol. 9:2708.
doi: 10.3389/fmicb.2018.02708
Rodriguez, P. A., Rothballer, M., Chowdhury, S. P., Nussbaumer, T., Gutjahr, C.,
and Falter-Braun, P. (2019). Systems biology of plant-microbiome interactions.
Mol. Plant. 12, 804–821. doi: 10.1016/j.molp.2019.05.006
Röesch, L. F. W., Camargo, F. A., Bento, F. M., and Triplett, E. W. (2008).
Biodiversity of diazotrophic bacteria within the soil, root and stem of field-
grown maize. Plant soil. 302, 91–104. doi: 10.1007/s11104-007-9458-3
Roley, S. S., Duncan, D. S., Liang, D., Garoutte, A., Jackson R. D., Tiedje,
J. M., et al. (2018). Associative nitrogen fixation (ANF) in switchgrass
(Panicum virgatum) across a nitrogen input gradient. PLoS ONE 13:e0197320.
doi: 10.1371/journal.pone.0197320
Roley, S. S., Xue, C., Hamilton, S. K., Tiedje, J. M., and Robertson, G. P.
(2019). Isotopic evidence for episodic nitrogen fixation in switchgrass (Panicum
virgatum L.). Soil Biol. Biochem. 129, 90–98. doi: 10.1016/j.soilbio.2018.
11.006
Roper, M. M., Fillery, I. R. P., Jongepier, R., Macdonald, L. M., Sanderman, J.,
and Baldock, J. A. (2013). Allocation into soil organic matter fractions of
14C captured via photosynthesis by two perennial grass pastures. Soil Res. 51,
748–759. doi: 10.1071/SR12375
Roper, M. M., and Gupta, V. V. S. R. (2016). Enhancing Non-symbiotic N2
fixation in Agriculture. Open Agric. J. 10, 7–27. doi: 10.2174/18743315016100
10007
Sánchez, C., Tortosa, G., Granados, A., Delgado, A., Bedmar, E. J., and Delgado,
M. J. (2011). Involvement of Bradyrhizobium japonicum denitrification in
symbiotic nitrogen fixation by soybean plants subjected to flooding. Soil Biol.
Biochem. 43, 212–217. doi: 10.1016/j.soilbio.2010.09.020
Sanderman, J., Fillery, I. R. P., Jongepier, R., Massalsky, A., Roper, M.
M., Macdonald, L. M., et al. (2013). Carbon sequestration under
subtropical perennial pastures II: carbon dynamics. Soil Res. 51, 771–780.
doi: 10.1071/SR12351
Sessitsch, A., Hardoim, P., Döring, J., Wellharter, A., Krause, A., Woyke, T., et al.
(2012). Functional characteristics of an endophyte community colonizing rice
roots as revealed by metagenomic analysis. Mol. Plant Microbe Interact. 25,
28–36. doi: 10.1094/MPMI-08-11-0204
Shannon, P., Markiel, A., Ozier, O., Baliga, N. S., Wang, J. T., Ramage,
D., et al. (2003). Cytoscape: a software environment for integrated
models of biomolecular interaction networks. Genome Res. 13, 2498–2504.
doi: 10.1101/gr.1239303
Shi, S., Nuccio, E. E., Shi, Z. J., He, Z., Zhou, J., and Firestone, M. K. (2016). The
interconnected rhizospher: high network complexity dominates rhizosphere
assemblages. Ecology Lett. 19, 926–936. doi: 10.1111/ele.12630
Silva, R. A, Olivares, F. L., and Baldani, V. L. D. (2000). “Anatomical
characterization of the endophytic interaction between bacteria of the species
Herbaspirillum seropedicae and Burkholderia brasilensis in rice seedlings (Oryza
sativa),” in Brazilian meeting of Soil fertility and Plant Nutrition, 24, Brazilian
meeting on Micorrizas, 8, Brazilian symposium on Microbiology of soil, 6,
Brazilian Meeting of Soil Biology, 3 (Santa Maria), 173 p.
Smalla, K., Oros-Sichler, M., Milling, A., Heuer, H., Baumgarte, S., Becker,
R., et al. (2007). Bacterial diversity of soils assessed by DGGE, T-RFLP
and SSCP fingerprints of PCR amplified 16S rRNA gene fragments: do the
different methods provide similar results. J. Microbiol. Methods 69, 470–479.
doi: 10.1016/j.mimet.2007.02.014
Staples, C. R., Lahiri, S., Raymond, J., Von Herbulis, L., Mukhophadhyay,
B., and Blankenship, R. E. (2007). Expression and association of group
IV nitrogenase nifD and nifH homologs in the non-nitrogen-fixing
archaeon Methanocaldococcus jannaschii. Bacteriol. J. 189, 7392–7398.
doi: 10.1128/JB.00876-07
Steenhoudt, O., and Vanderleyden, J. (2000). Azospirillum, a free-living
nitrogen-fixing bacterium closely associated with grasses: genetic,
biochemical and ecological aspects. FEMS Microbiol. Rev. 24, 487–506.
doi: 10.1111/j.1574-6976.2000.tb00552.x
Stegen, J. C., Lin, X., Konopka, A. E., and Fredrickson, J. K. (2012). Stochastic and
deterministic assembly processes in subsurface microbial communities. ISME
J. 6, 1653–1664. doi: 10.1038/ismej.2012.22
Sun, L., Qiu, F., Zhang, X., Dai, X., Dong, X., and Song, W. (2008). Endophytic
bacterial diversity in rice (Oryza sativa L.) roots estimated by 16S rDNA
sequence analysis. Microb. Ecol. 55, 415–424. doi: 10.1007/s00248-007-
9287-1
Thaweenut, N., Hachisuka, Y., Ando, S., Yanagisawa, S., and Yoneyama, T.
(2011). Two seasons’ study on nifH gene expression and nitrogen fixation by
diazotrophic endophytes in sugarcane (Saccharum spp. hybrids): expression
of nifH genes similar to those of rhizobia. Plant Soil. 338, 435–449.
doi: 10.1007/s11104-010-0557-1
Toju, H., Kishida, O., Katayama, N., and Takagi, K. (2016). Networks depicting
the fine-scale co-occurrences of fungi in soil horizons. PLoS ONE 11:e0165987.
doi: 10.1371/journal.pone.0165987
Urquiaga, S., Xavier, R. P., de Morais, R. F., et al. (2012). Evidence from field
nitrogen balance and 15N natural abundance data for the contribution of
biological N2 fixation to Brazilian sugarcane varieties. Plant Soil 356, 5–21.
doi: 10.1007/s11104-011-1016-3
van der Heijden, M. G., and Hartmann, M. (2016). Networking in the plant
microbiome. PLoS Biol. 14:e1002378. doi: 10.1371/journal.pbio.1002378
Van Deynze, A., Zamora, P., Delaux, P.-M., Heitmann, C., Jayaraman, D.,
Rajasekar, S., et al. (2018). Nitrogen fixation in a landrace of maize is supported
by a mucilage-associated diazotrophic microbiota. PLoS Biol. 16:e2006352.
doi: 10.1371/journal.pbio.2006352
Videira, S. S., e Silva, M. D. C. P., de Souza Galisa, P., Dias, A. C. F., Nissinen,
R., Divan, V. L. B., et al. (2013). Culture-independent molecular approaches
reveal a mostly unknown high diversity of active nitrogen-fixing bacteria
associated with Pennisetum purpureum—a bioenergy crop. Plant soil 373,
737–754. doi: 10.1007/s11104-013-1828-4
Videira, S. S., Oliveira, D. M., Morais, R. F., Borges, W. L., Baldani, V.
L. D., and Baldani, J. I. (2012). Genetic diversity and plant growth
promoting traits of diazotrophic bacteria isolated from two Pennisetum
purpureum Schum. genotypes grown in the field. Plant Soil. 356, 51–66.
doi: 10.1007/s11104-011-1082-6
Frontiers in Molecular Biosciences | www.frontiersin.org 19 November 2019 | Volume 6 | Article 115
Gupta et al. Diazotrophs in Perennial Grass Endosphere
Vitousek, P. M., Menge, D. N. L., Reed, S. C., and Cleveland, C. C. (2013).
Biological nitrogen fixation: rates, patterns and ecological controls in terrestrial
ecosystems. Philos. Trans. R. Soc. B 368:20130119. doi: 10.1098/rstb.2013.0119
Wang, Q., Quensen, J. F., Fish, J. A., Lee, T. K., Sun, Y., Tiedje, J. M., et al. (2013).
Ecological patterns of nifH genes in four terrestrial climatic zones explored
with targeted metagenomics using FrameBot, a new informatics tool. MBio
4:e00592–e00513. doi: 10.1128/mBio.00592-13
Wemheuer, F., Kaiser, K., Karlovsky, P., Daniel, R., Vidal, S., and Wemheuer, B.
(2017). Bacterial endophyte communities of three agricultural important grass
species differ in their response towards management regimes. Sci. Rep. 7:40914.
doi: 10.1038/srep40914
Wertz, J. T., Kim, E., Breznak, J. A., Schmidt, T. M., and Rodrigues, J. L.
(2011). Genomic and physiological characterization of the Verrucomicrobia
isolate Diplosphaera colitermitum gen. nov., sp. nov., reveals microaerophily
and nitrogen fixation genes. Appl. Environ. Microbiol. 78, 1544–1555.
doi: 10.1128/AEM.06466-11
Zehr, J. P., Jenkins, B. D., Short, S. M., and Steward, G. F. (2003). Nitrogenase
gene diversity and microbial community structure: a cross-system comparison.
Environ. Microbiol. 5, 539–554. doi: 10.1046/j.1462-2920.2003.00451.x
Zhang, B., Penton, C. R., Xue, C., Wang, Q., Zheng, T., and Tiedje, J. M. (2015).
Evaluation of the Ion Torrent Personal Genome Machine for gene-targeted
studies using amplicons of the nitrogenase gene nifH. Appl. Environ. Microbiol.
81, 4536–4545. doi: 10.1128/AEM.00111-15
Zhang, H., Hanada, S., Shigematsu, T., Shibuya, K., Kamagata, Y., Kanagawa,
T., et al. (2000). Burkholderia kururiensissp. nov., a tricloroethylene (TCE)-
degrading bacterium isolated from an aquifer polluted with TCE. Int. J. Syst.
Evol. Microbiol. 50, 743–749. doi: 10.1099/00207713-50-2-743
Zhou, J., Deng, Y., Luo, F., He, Z., Tu, Q., and Zhi, X. (2010). Functional
molecular ecological networks. MBio 1, e00169–e00110. doi: 10.1128/mBio.
00169-10
Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.
Copyright © 2019 Gupta, Zhang, Penton, Yu and Tiedje. This is an open-access
article distributed under the terms of the Creative Commons Attribution License (CC
BY). The use, distribution or reproduction in other forums is permitted, provided
the original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice.
No use, distribution or reproduction is permitted which does not comply with these
terms.
Frontiers in Molecular Biosciences | www.frontiersin.org 20 November 2019 | Volume 6 | Article 115
